Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164009 

LIB3177-070-P1-K1-H6 

BLASTX 

gl769905 

328 

4.0e-47 

106 

91 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164010 

LIB3177-070-P1-K1-H7 

BLASTX 

g4678385 

162 

4.0e-ll 

62 
55 

(AL04 9656) putative protein [Arabidopsis thaliana] 
164011 

LIB3177-070-P1-K1-H8 

BLASTX 

g585536 

724 

6.0e-77 

135 

99 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi__1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

164012 

LIB3177-07 0-P1-K1-H9 

BLASTN 

g3659491 

404 

0. 0e+00 

462 
100 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164013 

LIB3177-071-P1-K1-A10 

BLASTX 

g4510376 

210 

1.0e-16 

106 
46 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 



164014 



21924 



Seq. ID 


LIB3177-071-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2129639 


BLAST score 


549 


E value 


-I _ r- £ 

1 . fJe-o 6 


Match length 


108 


% identity 


99 


NCBI Description 


luminal binding protein (BiP) - Arabidopsis thaliana 




>giJL303695_dbj_BAA12348_ (D84414) luminal binding pro~ 




(BiP) [Arabidopsis thaliana] 


Seq. No. 


164015 


Seq. ID 


LIB3177-071-P1-K1-A12 


Method 


BLASTX 




go / 17 94 o 


BLAST score 


446 


E value 


2.0e-44 


Match length 


106 


% identity 


89 


NCBI Description 


(AJ005902) vag2 [Arabidopsis thaliana] 


Seq. No. 


164016 


Seq. ID 


LIB3177-071-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g!922944 


BLAST score 


351 


E value 


2 . 0e-33 


Match length 


73 


% identity 


97 


NCBI Description 


(AC000106) Strong similarity to Picea histone H2A 




(gb_X67819) . ESTs gb_ATTS3874 , gb T46627,gb T14194 come 




this gene. [Arabidopsis thaliana] 


Seq. No. 


164017 


Seq. ID 


LIB3177-071-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2398679 


BLAST score 


4 07 


E value 


9.0e-40 


Match length 


84 


% identity 


90 


NCBI Description 


(Y147 97) 3-deoxy-D-arabino-heptulosonate 7-phosphate 




synthase [Morinda citrifolia] 


Seq. No. 


164018 


Seq. ID 


LIB3177-071-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3395441 


BLAST score 


513 


E value 


3.0e-52 


Match length 


98 


% identity 


100 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164019 


Seq. ID 


LIB3177-071-P1-K1-A5 


Method 


BLASTX 



21925 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2499973 
228 

1.0e-18 

105 

52 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 

164020 

LIB3177-071-P1-K1-A6 

BLASTN 

g2160155 

59 

1.0e-24 
161 

92 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

164021 

LIB3177-071-P1-K1-A7 

BLASTX 

g2088654 

111 

6.0e-18 

58 
91 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

164022 

LIB3177-071-P1-K1-A8 

BLASTX 

gl769905 

572 

3.0e-59 

112 

99 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164023 

LIB3177-071-P1-K1-A9 

BLASTX 

gll5783 

600 

2.0e-62 

116 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



164024 

LIB3177-071-P1-K1-B1 



21926 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4757411 

53 

6.0e-22 

53 
62 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 

164025 

LIB3177-071-P1-K1-B10 

BLASTX 

gll5783 

601 

1.0e-62 

113 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27 543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164026 

LIB3177-071-P1-K1-B11 

BLASTX 

gl35860 

576 

1.0e-59 

116 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_4 4 512 9_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

164027 

LIB3177-071-P1-K1-B12 

BLASTX 

g2494299 

167 

1.0e-ll 

97 
40 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) >gi_1732361 (U80269) translation initiation 
factor 2 beta [Malus domestica] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



164028 

LIB3177-071-P1-K1-B2 

BLASTX 

g417073 

510 

5.0e-52 



21927 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
84 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484529_pir JQ1977 glutamate synthase (NADH) (EC 

1.4.1.14) - alfalfa >gi_166412 (L01660) NADH- glutamate 
synthase [Medicago sativa] 



071-P1-K1-B3 



164029 
LIB3177 
BLASTX 
gl31360 
241 

3.0e-20 

61 

80 

PHOTOS YSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727__pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 

164030 

LIB3177-071-P1-K1-B4 

BLASTX 

gll4591 

393 

2.0e-38 

80 

100 

ATP SYNTHASE EPSILON CHAIN >gi_81663_pir S01903 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain - 
Arabidopsis thaliana chloroplast >gi_11334__emb_CAA31381_ 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 
[Arabidopsis thaliana] 



Seq. No. 


164031 




Seq. ID 


LIB3177-071 


-P1-K1-B5 


Method 


BLASTX 




NCBI GI 


g2341034 




BLAST score 


424 




E value 


6.0e-42 




Match length 


87 




% identity 


99 




NCBI Description 


(AC000104) 


F19P19.13 


Seq. No. 


164032 




Seq. ID 


LIB3177-071 


-P1-K1-B6 


Method 


BLASTN 




NCBI GI 


g3869062 




BLAST score 


141 




E value 


2.0e-73 




Match length 


393 




% identity 


98 




NCBI Description 


Arabidopsis 


thaliana 



Seq. No. 
Seq. ID 



nomic DNA, chromosome 5, TAC clone: 
K11I1, complete sequence [Arabidopsis thaliana] 

164033 

LIB3177-071-P1-K1-B7 



21928 



Method 


BLASTX 


NCBI GI 


g3182922 


D| 7XQT o r*o 


0 ? "3 
zoo 


E value 


2.0e-19 


Match length 


51 


% identity 


94 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi_1654142 (U38470) small 




GTP-binding protein ARF [Brassica rapa] 


Seq. No. 


164034 


Seq. ID 


LIB3177-071-P1-K1-B8 


Method 


BLASTX 


KJPRT E^T 

lN^D J. \3 ± 


go / oj you 


BLAST score 


415 


E value 


9.0e-41 


Match length 


137 


% identity 


66 


NCBI Description 


(AC004450) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164035 


Seq. ID 


LIB3177-071-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll69201 


BLAST score 


60 


E value 


o . ue— oz 


Match length 


107 


% identity 


76 


NCBI Description 


DNA- DAMAGE -RE PAIR /TOLERATION PROTEIN DRT112 PRECURSOR 




>gi_421830_pir S33707 DRT112 protein - Arabidopsis 




thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 


Seq. No. 


164036 


Seq. ID 


LIB3177-071-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll70170 


BLAST score 


349 


E value 


D . UG-jj 


Match length 


91 


% identity 


76 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 3 (HD-ZIP PROTEIN 3) 




>gi_549889 (U09338) homeobox protein [Arabidopsis thaliana 




>gi_549890 (U09339) homeobox protein [Arabidopsis thaliana 


Seq. No. 


164037 


Seq. ID 


LIB3177-071-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl32110 


BLAST score 


623 


E value 


4.0e-65 


Match length 


115 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



21929 



# 



Seq. No. 


164038 


Seq. ID 


LIB3177-071-P1-K1-C12 


Method 


BLASTN 


i v ^ n> jl \3 ± 




BLAST score 


110 


E value 


2.0e-55 


Match length 


150 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome I BAC 




sequence, complete sequence 


Seq. No. 


164039 


Seq. ID 


LIB3177-071-P1-K1-C2 


Method 


BLASTX 




qZ 335094 


BLAST score 


101 


E value 


2.0e-57 


Match length 


118 


% identity 


87 


NCBI Description 


(AC002339) putative polygalacturonase 




thaliana] 


Seq. No. 


164040 


Seq. ID 


LIB3177-071-P1-K1-C4 


Method 


T"> T 7\ C"nV 

BLASTX 


NCBI GI 


g4469023 


BLAST score 


259 


E value 


8.0e-23 


Match length 


70 


% identity 


70 


NCBI Description 


(AL035602) putative protein [Arabidops 


Seq. No. 


164041 


Seq. ID 


LIB3177-071-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3885343 


BLAST score 


185 


E value 


7.0e-14 


Match length 


99 


% identity 


33 


NCBI Description 


(AC005623) hypothetical protein [Arabi 


Seq. No. 


164042 


Seq. ID 


LIB3177-071-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2062164 


BLAST score 


156 


E value 


1.0e-58 


Match length 


116 


% identity 


97 


NCBI Description 


(AC001645) jasmonate inducible protein 




thaliana] 


Seq. No. 


164043 


Seq. ID 


LIB317 7-071-P1-K1-C9 


Method 


BLASTX 



21930 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2398679 
239 

2.0e-20 

59 

81 

(Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164044 

LIB3177-071-P1-K1-D1 

BLASTX 

g2407281 

119 

7.0e-65 

132 
91 

(AF017363) ribulose 1, 5-bisphosphate carboxylase small 
subunit [Oryza sativa] 

164045 

LIB3177-071-P1-K1-D10 

BLASTN 

g517330 

440 

0.0e+00 

448 

100 

A.thaliana mRNA for ribosomal protein S10 
164046 

LIB3177-071-P1-K1-D11 

BLASTX 

g2494174 

615 

3.0e-64 

126 
97 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_4 97 979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

164047 

LIB3177-071-P1-K1-D12 

BLASTX 

g4741960 

593 

1.0e-61 

131 

86 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
164048 

LIB317 7-071-P1-K1-D2 

BLASTX 

gl363489 

825 

9.0e-89 
157 



21931 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592__ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164049 

LIB3177-071-P1-K1-D4 

BLASTN 

g2760167 

83 

7.0e-39 

99 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

164050 

LIB3177-071-P1-K1-D6 

BLASTN 

g4757394 

19 

2.0e-01 

74 
88 

Arabidopsis thaliana genomic 
K1904, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 


164051 


Seq. ID 


LIB3 177-07 1-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl710114 


BLAST score 


245 


E value 


4.0e-21 


Match length 


74 


% identity 


74 


NCBI Description 


(U53865) PRH26 [Arabidopsis thaliana] 


Seq. No. 


164052 


Seq. ID 


LIB3177-071-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


51 


E value 


1.0e-64 


Match length 


121 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 




(RUBISCO SMALL SUBUNIT 1A) >gi 68063 pi 




ribulose-bisphosphate carboxylase (EC 4 




Al precursor - Arabidopsis thaliana 


Seq. No. 


164053 


Seq. ID 


LIB3177-071-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl871199 


BLAST score 


240 


E value 


3.0e-20 


Match length 


127 



.39) small chain 



21932 



% identity 


40 


NCBI Description 


(U91318) pM5 (3 


Seq. No. 


164054 


Seq. ID 


LIB3177-071-P1- 


Method 


BLASTX 




rr9 Q9 Al Q9 


BLAST score 


502 


E value 


7.0e-51 


Match length 


120 


% identity 


82 


NCBI Description 


(AC002334) simi 


Seq. No. 


164055 


Seq. ID 


LIB3177-071-P1-] 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


589 


E value 


4.0e-61 


Match length 


114 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B 



pM5 (3 1 partial) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

164056 

LIB3177-071-P1-K1-E11 

BLASTN 

g4220636 

235 

1.0e-129 

474 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

164057 

LIB3177-071-P1-K1-E12 

BLASTX 

g3914740 

443 

3.0e-44 

95 
92 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18 941_ 
(D78495) ribosomal protein [Brassica rapa] ~ 

164058 

LIB3177-071-P1-K1-E2 

BLASTX 

g!32074 

58 

2.0e-70 

136 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 



21933 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164059 

LIB3177-071-P1-K1-E3 

BLASTN 

g3169169 

103 

1.0e-50 

473 
97 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164060 

LIB3177-071-P1-K1-E5 

BLASTX 

gl709825 

719 

2.0e-76 

151 
96 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

164061 

LIB3177-071-P1-K1-E6 

BLASTX 

gl345681 

96 

8.0e-40 

106 
72 

C AT ALAS E ISOZYME 3 >gi_8 62456_dbj_BAA09508_ (D55647) 
catalase [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164062 

LIB3177-071-P1-K1-E7 

BLASTX 

g548355 

418 

4.0e-48 

139 

73 

NITRATE REDUCTASE 1 (NR1) >gi_486751_pir S35228 nitrate 

reductase (NADH) (EC 1.6.6.1) 1 - Arabidopsis thaliana 
>gi_22757_emb_CAA7 94 94_ (Z19050) nitrate reductase 

[Arabidopsis thaliana] >gi_4 4 828 6_prf 1916406A nitrate 

reductase [Arabidopsis thaliana] 

164063 

LIB3177-071-P1-K1-E8 

BLASTX 

g462174 

54 

7 .Oe-25 



21934 



Match length 95 
% identity 69 

NCBI Description GERANYLGERANYL PYROPHOSPHATE SYNTHETASE PRECURSOR (GGPP 
SYNTHETASE) (DIMETHYLALLYLTRANSFERASE / 
GE RAN YL TRANS TRANSFERASE / FARNESYLTRANSTRANSFERASE 
>gi_413730 (L25813) geranylgeranyl pyrophosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 


164064 


Seq. ID 


LIB3177-071-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4680212 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


lUo 


% identity 


41 


NCBI Description 


(AF114171) hypothetical protein [Sorghum bicolor] 


Seq. No. 


164065 


Seq. ID 


LIB3177-071-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


260 


E value 


1.0e-144 


Match length 


450 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164066 


Seq. ID 


LIB3177-071-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2529674 


BLAST score 


190 


E value 


3.0e-14 


Match length 


69 


% identity 


57 



NCBI Description (AC002535) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164067 

LIB3177-071-P1-K1-F12 

BLASTN 

g217842 

33 

7.0e-09 

61 
89 

A. thaliana mRNA for protein kinase 



Seq. No. 164068 

Seq. ID LIB3177-071-P1-K1-F3 

Method BLASTX 

NCBI GI g4587525 

BLAST score 347 

E value 1.0e-32 

Match length 145 

% identity 48 
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NCBI Description 



(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



Q --s "NT /-» 

oeq. ino. 


1 £.A n C Q 

1 1>4 u d y 


Seq. ID 


LIB3177-071-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3273743 


BLAST score 


616 


E value 


3.0e-64 


Match length 


118 


% identity 


99 


NCBI Description 


(AF057357) lipid transfer protein 2 precursor [Arabidopsis 




thaliana] >gi_3786019 (AC0054 99) unknown protein 




[Arabidopsis thaliana] 


Seq. No. 


164070 


Seq. ID 


LIB3177-071-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4455183 


BLAST score 


116 


E value 


9.0e-31 


Match length 


123 


% identity 


60 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


164071 


Seq. ID 


LIB3177-071-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4337026 


BLAST score 


73 


E value 


6.0e-33 


Match length 


161 


% identity 


88 


NCBI Description 


Arabidopsis thaliana MFP2 mRNA, complete cds 


Seq. No. 


164072 


Seq. ID 


LIB3177-071-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2618723 


BLAST score 


294 


E value 


1.0e-26 


Match length 


69 


% identity 


86 


NCBI Description 


(U49073) IAA17 [Arabidopsis thaliana] >gi 2921756 




(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 




>gi 4389514 gb AAB70451 (AC000104) Identical to 




Arabidopsis gb_AF040632 and gb_U4 9073 IAA17/AXR3 gene. EST: 




gb_H36782 and gb_F14 074 come from this gene. [Arabidopsis 




thaliana] 


Seq. No. 


164073 


Seq. ID 


LIB3177-071-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3688799 


BLAST score 


225 



21936 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



5.0e-19 

60 
80 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



164074 

LIB3177-071-P1-K1-F9 

BLASTN 

gl279568 

41 

1.0e-13 

72 
96 

Nicotiana acuminata chloroplast JLB region, l-250bp 
164075 

LIB3177-071-P1-K1-G1 

BLASTX 

g4454036 

796 

2.0e-85 

147 

99 

(AL035394) 
thaliana] 



putative major latex protein [Arabidopsis 



164076 

LIB3177-071-P1-K1-G10 

BLASTX 

g464707 

556 

3.0e-57 

110 
99 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi__434 906_emb_CAA82275__ (Z28962) 
SI 8 ribosomal protein [Arabidopsis thaliana] 
>gi_25 05871_erab_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701 / DNA gb_Z23165 from A. 
thaliana. ESTs gbJT21121, gb_Z17755, gb_R64776 and 
gbJR30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

164077 

LIB3177-071-P1-K1-G11 

BLASTX 

g3885511 

396 

1.0e-38 
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Match length 


105 


% identity 


78 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem I from 




barley [Medicago sativa] 


Seq. No. 


164078 


Seq. ID 


LIB3177-071-P1-K1-G2 


Method 


BLASTX 


MfDT r*-T 
JN UJL5 J. Kj± 


g4 4 yujji 


BLAST score 


417 


E value 


6.0e-41 


Match length 


97 


% identity 


84 


NCBI Description 


(AL035656) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


164079 


Seq. ID 


LIB3177-071-P1-K1-G3 


Method 


BLASTX 






BLAST score 


352 


E value 


3.0e-33 


Match length 


154 


% identity 


58 


NCBI Description 


(AC005310) putative zinc transporter [Arabidopsis thaliana 


Seq. No. 


164080 


Seq. ID 


LIB3177-071-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl749676 


rsj-ifio i score 


zzz 


E value 


4.0e-18 


Match length 


121 


% identity 


40 


NCBI Description 


(D89234) similar to Saccharomyces cerevisiae ORF YGR205W, 




EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 


Seq. No. 


164081 


Seq. ID 


LIB3177-071-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3914442 


BLAST score 


403 


E value 


z . ue- jy 


Match length 


105 


% identity 


78 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 




(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 




>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 


Seq. No. 


164082 


Seq. ID 


LIB3177-071-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3914940 


BLAST score 


125 


E value 


4 .0e-09 


Match length 


70 


% identity 


56 


NCBI Description 


SEDOHEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
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( SEDOHEPTQLOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 
>gi_2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 


164083 


Seq. ID 


LIB3177-071-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3402745 


BLAST score 


185 


E value 


1.0e-100 


Match length 


305 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 




(ESSAII project) 


Seq. No. 


164084 


Seq. ID 


LIB3177-071-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


498 


E value 


2.0e-50 


Match length 


132 


% identity 


78 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana] 


Seq. No. 


164085 


Seq. ID 


LIB3177-071-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl805652 


BLAST score 


717 


E value 


4.0e-76 


Match length 


140 


% identity 


100 


NCBI Description 


(X98 927) thylakoid-bound ascorbate peroxidase [Arabidopsis 




thaliana] 


Seq. No. 


164086 


Seq. ID 


LIB3177-071-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g!071913 


BLAST score 


353 


E value 


2.0e-33 


Match length 


134 


% identity 


61 


NCBI Description 


cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 




- spinach >gi_10 66153_dbj_BAA07177__ (D37963) cysteine 




synthase [Spinacia oleracea] 


Seq. No. 


164087 


Seq. ID 


LIB3177-071-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


655 


E value 


8 ,0e-69 


Match length 


147 


% identity 


83 



NCBI Description chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
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>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164088 

LIB3177-071-P1-K1-H2 

BLASTN 

g4432847 

199 

1.0e-108 

331 
90 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164089 

LIB3177-071-P1-K1-H4 

BLASTX 

g2160158 

534 

1.0e-54 

103 

99 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

164090 

LIB3177-071-P1-K1-H5 

BLASTN 

g3046847 

152 

6.0e-80 

160 

99 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone 
K11J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


164091 


Seq. ID 


LIB3177-071-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


594 


E value 


9.0e-62 


Match length 


117 


% identity 


73 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


164092 


Seq. ID 


LIB3177-071-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4544435 


BLAST score 


139 


E value 


4.0e-72 


.Match length 


436 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M13 genomic 




sequence, complete sequence 
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# 



Seq. No. 


164093 


Seq. ID 


LIB3177-071-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl418990 


BLAST score 


575 


E value 


2.0e-59 


Match length 


155 


% identity 


68 


NCBI Description 


(Z75524) unknown [Ly 


Seq. No. 


164094 


Seq. ID 


LIB3177-071-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g2246620 


BLAST score 


33 


E value 


3.0e-09 


Match length 


45 


% identity 


93 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



intrinsic protein mRNA, complete cds 
164095 

LIB3177-072-P1-K1-A1 

BLASTX 

g2739371 

541 

2.0e-55 

110 

95 

(AC002505) unknown protein [Arabidopsis thaliana] 
164096 

LIB3177-072-P1-K1-A10 

BLASTX 

g!703227 

229 

7.0e-19 

60 
72 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 
(ALAAT-2) >gi__629770_pir_S42535 alanine transaminase (EC 
2.6.1.2) - barley >gi_4 6914 8_emb_CAA8 123 1_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 

164097 

LIB3177-072-P1-K1-A11 

BLASTN 

g3212846 

142 

6.0e-74 

414 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



21941 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164098 

LIB3177-072-P1-K1-A12 

BLASTX 

g4455322 

221 

6.0e-18 

43 
100 

(AL035525) putative protein kinase [Arabidopsis thaliana] 
164099 

LIB3177-072-P1-K1-A2 

BLASTX 

g3286693 

703 

2.0e-74 

139 
100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

164100 

LIB3177-072-P1-K1-A4 

BLASTX 

g4467134 

83 

2.0e-46 

96 
99 

(AL035540) protein kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164101 

LIB3177-072-P1-K1-A5 

BLASTN 

g4757409 

278 

1.0e-155 

462 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8 , complete sequence 

164102 

LIB3177-072-P1-K1-A6 

BLASTX 

g4567232 

342 

4.0e-32 

72 
96 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



164103 

LIB3177-072-P1-K1-A7 
BLASTX 
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NCBI GI 


g4406780 


bLAbi score 


oi y 


E value 


5.0e-53 


Match length 


111 


% identity 


84 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


164104 


Seq. ID 


LIB3177-072-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


647 


E value 


6.0e-68 


Match length 


129 


% identity 


71 


NCBI Description 


chlorophyll a/b-binding protein - Arabidopsis thaliana 




>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 




protein [Arabidopsis thaliana] >gi 166644 (M85150) 




chlorophyll a/b-binding protein [Arabidopsis thaliana] 




>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 




a/b-binding protein [Arabidopsis thaliana] 


Seq. No. 


164105 


Seq. ID 


LIB3177-072-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g374 6065 


BLAST score 


426 


E value 


4. Oe-42 


Match length 


126 


% identity 


63 


NCBI Description 


(AC005311) putative lipase [Arabidopsis thaliana] 


Seq. No. 


164106 


Seq. ID 


LIB3177-072-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3914740 


oLiAbi score 


4 lo 


E value 


4 .0e-41 


Match length 


109 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L26 >gi_2160300 dbj BAA18941 




(D78495) ribosomal protein [Brassica rapa] 


Seq. No. 


164107 


Seq. ID 


LIB3177-072-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2062164 


BLAST score 


504 


E value 


4 .Oe-51 


Match length 


94 


% identity 


59 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidopsj 




thaliana] 


Seq. No. 


164108 


Seq. ID 


LIB3177-072-P1-K1-B11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gl200205 

461 

4.0e-46 

98 
88 

(X95753) DAG [Antirrhinum majus] 
164109 

LIB3177-072-P1-K1-B12 

BLASTX 

g3915023 

513 

3.0e-52 

134 
75 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

164110 

LIB3177-072-P1-K1-B2 

BLASTX 

g3367536 

412 

2.0e-40 

100 
88 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 

[Arabidopsis thaliana] 

164111 

LIB3177-072-P1-K1-B4 

BLASTX 

g4406775 

270 

1.0e-23 

119 

42 

(AC006836) unknown protein [Arabidopsis thaliana] 
164112 

LIB3177-072-P1-K1-B5 

BLASTX 

g4406804 

221 

5.0e-18 

50 
84 

(AC006304) proline iminopeptidase [Arabidopsis thaliana] 
164113 

LIB3177-072-P1-K1-B6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl66867 
697 

9.0e-74 
151 

89 

(J05216) ribosomal protein Sll 
67) [Arabidopsis thaliana] 



{probable start codon at bp 



164114 

LIB3177-072-P1-K1-B7 

BLASTX 

g2522417 

153 

3.0e-10 

29 
100 

(AF013984) alpha-tubulin [Cryptosporidium parvum] 
164115 

LIB3177-072-P1-K1-B8 

BLASTN 

g4218109 

166 

2.0e-88 

220 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16A16 
(ESSAII project) 

164116 

LIB3177-072-P1-K1-B9 

BLASTX 

g3153207 

531 

3.0e-54 

129 
82 

(AF001949) ATHB-12 [Arabidopsis thaliana] 
164117 

LIB3177-072-P1-K1-C1 

BLASTX 

gl419090 

279 

9.0e-25 

108 

53 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

164118 

LIB3177-072-P1-K1-C10 

BLASTX 

g4583542 

608 

3.0e-63 
151 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

164119 

LIB3177-072-P1-K1-C11 

BLASTX 

gl076289 

731 

9.0e-78 

138 
98 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608 673_emb_CAA54 632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

164120 

LIB3177-072-P1-K1-C12 

BLASTX 

g2983755 

279 

9.0e-25 

86 
60 

(AEO00735) ATP-dependent Clp protease proteolytic subunit 
[Aquifex aeolicus] 

164121 

LIB317 7-072-P1-K1-C3 

BLASTX 

g4754913 

313 

1.0e-52 

140 
74 

(AF132854) carbonic anhydrase isoform 1 [Gossypium 
hirsutum] 

164122 

LIB3177-072-P1-K1-C4 

BLASTX 

g3286693 

657 

4.0e-69 

131 
100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

164123 

LIB3177-072-P1-K1-C6 

BLASTX 

g4741960 

552 

9.0e-57 

126 
63 
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II 



NCBI Description (AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164124 

LIB3177-072-P1-K1-C7 

BLASTX 

g4220523 

823 

2.0e-88 

154 

99 

(AL035356) putative alliin lyase [Arabidopsis thaliana] 
164125 

LIB3177-072-P1-K1-C8 

BLASTX 

gl66834 

155 

4.0e-30 

69 
100 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
164126 

LIB3177-072-P1-K1-C9 

BLASTX 

gl351272 

202 

2.0e-16 

39 
97 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_7 4 2408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

164127 

LIB317 7-072-P1-K1-D1 

BLASTX 

g4490725 

787 

3.0e-84 

150 

100 

(AL035709) endo-xyloglucan transf erase-like protein 
[Arabidopsis thaliana] 

164128 

LIB3177-072-P1-K1-D10 

BLASTX 

gl40285 

207 

3.0e-16 

42 
95 

HYPOTHETICAL 19 KD PROTEIN (ORE 168) 
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>gi_2924263_emb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164129 

LIB317 7-072-P1-K1-D11 

BLASTX * 

g2341034 

455 

2.0e-45 

86 
100 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
164130 

LIB3177-072-P1-K1-D12 

BLASTN 

g3985954 

398 

0.0e+00 

456 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164131 

LIB3177-072-P1-K1-D2 

BLASTN 

g3510343 

443 

0. 0e+00 

454 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



164132 

LIB3177-072-P1-K1-D3 

BLASTX 

g4587526 

242 

2.0e-20 

130 
38 

(AC007060) Strong similarity to F19I3.2 gi__3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_F19886, gb_Z30784 and gb_Z30785 come 
from this gene 

164133 

LIB3177-072-P1-K1-D4 

BLASTN 

g2924505 

142 

5.0e-74 

240 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
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(ESSAII project) 


Seq. No. 


164134 


Seq. ID 


LIB3177-072-P1-K1 


Method 


BLASTN 


NCBI GI 


g2244950 


dlao i score 


i / y 


E value 


5.0e-96 


Match length 


316 


% identity 


99 


NCBI Description 


Arabidopsis thali 




fragment No 


Seq. No. 


164135 


Seq. ID 


LIB3177-072-P1-K1 


Method 


BLASTX 


NCBI GI 


g3334144 


BLAST score 


336 


E value 


8.0e-35 


Match length 


114 


% identity 


68 



-D5 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 

164136 

LIB3177-072-P1-K1-D7 

BLASTN 

g2264315 

201 

1.0e-109 

273 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRN17 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164137 

LIB3177-072-P1-K1-D8 

BLASTX 

g3402676 

148 

2.0e-34 

91 
44 

(AC004697; 
thaliana] 



putative myrosinase-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



164138 

LIB3177-072-P1-K1-D9 

BLASTX 

g4741952 

723 

8.0e-77 

134 

77 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164139 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-072-P1-K1-E10 

BLASTX 

g461550 

154 

2.0e-10 

63 
60 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164140 

LIB3177-072-P1-K1-E11 

BLASTX 

g4006827 

231 

4.0e-19 

145 
41 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
164141 

LIB3177-072-P1-K1-E2 

BLASTX 

g3687228 

638 

8.0e-67 

145 

87 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164142 

LIB3177-072-P1-K1-E3 

BLASTN 

g4220644 

154 

4 ,0e-81 

415 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXL8 , complete sequence [Arabidopsis thaliana] 



PI clone: 



164143 

LIB3177-072-P1-K1-E4 

BLASTN 

g4733968 

33 

3.0e-09 

227 

92 

Arabidopsis thaliana chromosome II BAC F12P23 genomic 
sequence, complete sequence 



Seq. No. 



164144 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



■E5 



LIB3177-072-P1-K1- 
BLASTX 
g2738248 
711 

2.0e-75 

151 

91 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164145 

LIB3177-072-P1-K1-E6 

BLASTN 

g3702724 

42 

2.0e-14 

128 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

164146 

LIB3177-072-P1-K1-E7 

BLASTX 

gl363489 

746 

1.0e-79 

140 

97 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164147 

LIB3177-072-P1-K1-E8 

BLASTX 

gl32792 

506 

2.0e-51 

130 
75 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L22 >gi_343153 (M60953) 
ribosomal protein CL22 [Pelargonium hortorum] 

164148 

LIB3177-072-P1-K1-E9 

BLASTX 

g4741952 

415 

8.0e-41 

81 
95 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164149 

LIB3177-072-P1-K1-F1 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828182 
335 

0.0e+00 

335 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOJ9, complete sequence [Arabidopsis thaliana] 

164150 

LIB3177-072-P1-K1-F10 

BLASTN 

g2182286 

401 

0. 0e+00 
409 
100 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164151 

LIB3177-072-P1-K1-F11 

BLASTX 

gll69867 

162 

5.0e-ll 

123 

13 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_881422 (U27537) G beta like protein 
[Dictyostelium discoideum] 

164152 

LIB3177-072-P1-K1-F12 

BLASTX 

gll5767 

732 

7.0e-78 

139 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164153 

LIB317 7-072-P1-K1-F2 

BLASTX 

g2129640 

748 

1.0e-79 

144 
100 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154627_emb_CAA92802_ (Z68495) magnesium chelatase 



21952 



subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164154 

LIB3177-072-P1-K1-F3 

BLASTX 

g2880051 

348 

8.0e-33 

101 

71 

(AC002340) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



164155 

LIB3177-072-P1-K1- 

BLASTX 

g2494275 



■F4 



BLAST score 


222 


E value 


4.0e-18 


Match length 


66 


% identity 


62 


inudi Description 


hLUNbATION FACTOR P (EF-P) >gi 1399829 (U59235) elongat 




factor P [Synechococcus PCC7942] 


Seq. No. 


164156 


Seq. ID 


LIB3177-072-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4689366 


BLAST score 


146 


E value 


3.0e-09 


Match length 


60 


% identity 


45 


NCBI Description 


(AF134155) RING finger protein [Arabidopsis thaliana] 


Seq. No. 


164157 


Seq. ID 


LIB3177-072-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3269287 


BLAST score 


286 


E value 


7.0e-26 


Match length 


95 


% identity 


61 


NCBI Description 


(AL030978) GH3 like protein [Arabidopsis thaliana] 


Seq. No. 


164158 


Seq. ID 


LIB3177-072-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2832623 


BLAST score 


640 


E value 


4.0e-67 


Match length 


125 


% identity 


98 


NCBI Description 


(AL021711) protein kinase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


164159 


Seq. ID 


LIB3177-072-P1-K1-F8 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417103 
441 

5.0e-44 

89 
99 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825__emb_CAA42 958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_4 885 63 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445__ (X83422) 
histone H3 variant H3 . 3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi__3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 907 55_emb_CAB38917 . 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 

164160 

LIB3177-072-P1-K1-F9 

BLASTX 

g4581146 

471 

1.0e-59 

135 
91 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

164161 

LIB3177-072-P1-K1-G1 

BLASTX 

g2281631 

646 

9.0e-68 

134 
91 

(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 

164162 

LIB3177-072-P1-K1-G10 

BLASTX 

g2119846 

657 

3.0e-69 

124 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb CAA45790 (X64460) 
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II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164163 

LIB3177-072-P1-K1-G11 

BLASTX 

gl363489 

689 

8.0e-73 

126 
100 

thioglucosidase (EC 3.2.3.1) 3D precursor ■ 
thaliana >gi_984052_emb_CAA61592__ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



• Arabidopsis 
thioglucoside 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164164 

LIB3177-072-P1-K1-G12 

BLASTX 

g3047082 

262 

6.0e-23 

48 
94 

(AF058914) 
precursor 



similar to Vigna radiata pectinacetylesterase 
GB:X99348) [Arabidopsis thaliana] 



164165 

LIB3177-072-P1-K1-G2 

BLASTX 

g480450 

440 

1.0e-43 

100 

89 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi__402552 emb CAA49506 



1.1.86) 

(X69880) 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



164166 

LIB3177-072-P1-K1-G3 

BLASTX 

g4115387 

605 

5.0e-63 
148 

82 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164167 

LIB3177-072-P1-K1-G4 

BLASTX 

g!480078 
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BLAST score 


631 


E va 1 hp 

1-J v CJL J_ LJ. 




Match length 


126 


% identity 


98 


NCBI Description 


(X99696) shaggy-like protein kinase iota [Arabidopsis 




thaliana] >gi_2444277_gb_AAB71545 . 1_ (AF019927) 




GSK3/shaggy-like protein kinase [Arabidopsis thaliana] 


Seq. No. 


164168 


Seq. ID 


LIB3177-072-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2435511 






E value 


2.0e-51 


Match length 


126 


% identity 


82 


NCBI Description 


(AF024504) contains similarity to prolyl 4 -hydroxylase 




alpha subunit [Arabidopsis thaliana] 


Seq. No. 


164169 


Seq. ID 


LIB3177-072-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4469002 


O J_lrt.O J. O O O X. fc- 




E value 


1.0e-102 


Match length 


459 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T2 9A15 




(ESSA project) 


Seq. No. 


164170 


Seq. ID 


LIB3177-072-P1-K1-G7 


Method 


BLASTX 






BLAST score 


488 


E value 


3.0e-49 


Match length 


114 


% identity 


86 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


164171 


Seq. ID 


LIB3177-072-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g531829 


RTiA^T qrnrp 

jjunu _L DuUlC 




E value 


2.0e-10 


Match length 


78 


% identity 


47 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


164172 


Seq. ID 


LIB3177-072-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


736 


E value 


2.0e-78 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb__CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164173 

LIB3177-072-P1-K1-H1 

BLASTX 

g4741952 

239 

9.0e-66 

136 

69 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164174 

LIB3177-072-P1-K1-H10 

BLASTX 

g2119846 

739 

1.0e-78 

141 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi__3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164175 

LIB3177-072-P1-K1-H11 

BLASTX 

g2809255 

759 

5.0e-81 

133 

100 

(AC002560) F21B7.24 [Arabidopsis thaliana] 
164176 

LIB3177-072-P1-K1-H12 

BLASTX 

gll5767 

687 

2.0e-72 

143 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164177 

LIB3177-072-P1-K1-H2 

BLASTX 

gll9350 

237 

3.0e-63 

133 

97 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_8 1608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >giJL6271_emb_CAA4 1114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164178 

LIB3177-072-P1-K1-H3 

BLASTX 

g515616 

190 

6.0e-68 

132 

91 

(X61608) LHC II Type III chlorophyll a /b binding protein 
[Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164179 

LIB3177-072-P1-K1-H4 

BLASTX 

gll70939 

596 

6.0e-62 

139 

84 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408__pir S46540 methionine adenosyltransf erase 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164180 

LIB3177-072-P1-K1-H5 

BLASTX 

gl755156 

619 

1.0e-64 

136 
90 

(U75189) germin-like protein [Arabidopsis thaliana] 
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>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 (U75197) germin-like 
protein [Arabidopsis thaliana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755190 
(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] >gi_4 66624 8_dbj_BAA7 7207 . 1_ (D89055) 
germin-like protein precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164181 

LIB3177-072-P1-K1-H6 

BLASTN 

g2191157 

272 

1.0e-151 

442 
97 

Arabidopsis thaliana BAC IG002P16 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164182 

LIB3177-072-P1-K1-H7 

BLASTX 

gl362078 

455 

2.0e-45 

113 
74 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA4 8324_ (X68254) 
cellulase [Tropaeolum ma jus] 

164183 

LIB3177-072-P1-K1-H9 

BLASTX 

g4741960 

543 

1.0e-55 

122 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164184 

LIB3177-073-P1-K1-A1 

BLASTX 

g4193320 

420 

3.0e-41 

121 
69 

(AF045473) histone deacetylase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164185 

LIB3177-073-P1-K1-A11 

BLASTX 

g4567267 
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II 

361 


E value 


2 . Oe-34 


Match length 


66 


& iH*=^Ti'l~"i'i~\7 
o ±uciiui ty 


100 


NCBI Description 


(AC006841 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164186 

LIB3177-073-P1-K1-A12 

BLASTX 

gll68607 

452 

5.0e-67 

131 

98 

AUXIN- INDUCED PROTEIN AUX2-11 >gi_16197_emb_CAA37526_ 
(X53435) Aux2-ll protein [Arabidopsis thaliana] >gi_454285 
(L15450) auxin-responsive protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164187 

LIB3177-073-P1-K1-A2 

BLASTX 

g4585935 

726 

4.0e-77 

138 

99 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474 194 6_gb_AAD2 8 7 7 0 . 1_AF134 123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164188 

LIB3177-073-P1-K1-A3 

BLASTX 

g4566614 

181 

1.0e-13 

49 

71 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164189 

LIB3177-073-P1-K1-A4 

BLASTX 

g2499973 

226 

1.0e-18 

105 
52 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701_ (X98078) photosystem II 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



164190 

LIB3177-073-P1-K1-A5 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



g4376158 
449 

6.0e-45 

107 

88 

(X98873) aspartate kinase [Arabidopsis thaliana] 
164191 

LIB3177-073-P1-K1-A6 

BLASTX 

g4127456 

440 

9.0e-44 

97 
62 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
164192 

LIB3177-073-P1-K1-A7 

BLASTX 

gl36251 

778 

3.0e-83 

151 

99 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir A31393 tryptophan synthase (EC 4.2.1.20) 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

164193 

LIB3177-073-P1-K1-A8 

BLASTN 

g3985952 

445 

0.0e+00 

469 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MRC8, complete sequence [Arabidopsis thaliana] 

164194 

LIB3177-073-P1-K1-B1 

BLASTN 

g4406776 

351 

0.0e+00 

462 

98 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164195 

LIB3177-073-P1-K1-B10 

BLASTN 

g2618605 

36 



21961 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-ll 

119 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUKll, complete sequence [Arabidopsis thaliana] 

164196 

LIB3177-073-P1-K1-B11 

BLASTX 

g4049349 

508 

1.0e-51 

122 
86 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

164197 

LIB3177-073-P1-K1-B12 

BLASTX 

g4646206 

447 

3.0e-45 

110 

84 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T2 04 68 / gb_T4 5191 and gb_AI1004 59 come from this gene. 
[Arabidopsis thaliana] 

164198 

LIB3177-073-P1-K1-B2 

BLASTX 

gl32090 

405 

8.0e-40 

80 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68 062_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA327 00_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

164199 

LIB3177-07 3-P1-K1-B3 

BLASTX 

gll5783 

566 

2.0e-58 

109 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



21962 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164200 

LIB3177-073-P1-K1-B4 

BLASTN 

g2182287 

89 - - 

2.0e-42 

162 

95 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


164201 


Seq. ID 


LIB3177-073-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2760833 


BLAST score 


340 


E value 


2. Oe-32 


Match length 


80 


% identity 


86 


NCBI Description 


(AC003105) unknown prote 


Seq. No. 


164202 


Seq. ID 


LIB3177-073-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll4330 


BLAST score 


379 


E value 


5.0e-37 


Match length 


78 


% identity 


95 


NCBI Description 


PLASMA MEMBRANE AT PAS E 1 




>gi 67 972 pir PXMUP1 H+ 




type 1, plasma membrane 




(M24107) plasma membrane 




thaliana] 


Seq. No. 


164203 


Seq. ID 


LIB3177-073-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4835244 


BLAST score 


505 


E value 


3.0e-51 


Match length 


145 


% identity 


68 


NCBI Description 


(AL049862) putative mito< 




thaliana] 


Seq. No. 


164204 


Seq. ID 


LIB3177-07 3-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl208408 


BLAST score 


515 


E value 


2.0e-52 


Match length 


98 


% identity 


98 



NCBI Description 



(D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_228 9780_dbj_BAA21672 (AB006032) nitrite reductase 



21963 




[Arabidopsis thaliana] >gi_4335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164205 

LIB3177-073-P1-K1-C3 

BLASTX 

gl363489 

281 

2.0e-25 

57 
93 

thioglucosidase (EC 3.2.3.1) 3D precursor 
thaliana >gi_984052_emb_CAA61592__ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



- Arabidopsis 
thioglucoside 



Seq. No. 


164206 


Seq. ID 


LIB3177-07 3-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


173 


E value 


2.0e-12 


Match length 


110 


% identity 


4 


NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 


Seq. No. 


164207 


Seq. ID 


LIB3177-073-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4567269 


BLAST score 


128 


E value 


6.0e-44 


Match length 


100 


% identity 


98 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164208 


Seq. ID 


LIB3177-073-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2109292 


BLAST score 


240 


E value 


1.0e-132 


Match length 


264 


% identity 


98 


NCBI Description 


Arabidopsis thaliana serine/threonine protein kinase 




complete cds 


Seq. No. 


164209 


Seq. ID 


LIB3177-073-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl732569 


BLAST score 


75 


E value 


5.0e-34 


Match length 


154 


% identity 


87 


NCBI Description 


Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 




complete cds 
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© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164210 

LIB3177-073-P1-K1-D1 

BLASTX 

g2306917 

467 

6.0e-47 

113 

82 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164211 

LIB3177-073-P1-K1-D10 

BLASTX 

g3335340 

385 

3.0e-37 

76 

84 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb_N37 583 comes from this gene. [Arabidopsis 
thaliana] 

164212 

LIB3177-073-P1-K1-D11 

BLASTN 

g4757409 

116 

2.0e-58 

458 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8 , complete sequence 

164213 

LIB3177-073-P1-K1-D12 

BLASTX 

gl066163 

243 

1.0e-20 

51 

92 

(X93015) glyoxysomal beta-ketoacyl-thiolase [Brassica 
napus] 

164214 

LIB3177-073-P1-K1-D2 

BLASTX 

gll9194 

449 

5.0e-45 

93 
96 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 
>gi_81607_pir S09152 translation elongation factor Tu 



21965 



# 



precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA364 98_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 



Seq. No. 


164215 


Seq. ID 


LIB3177-073-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4240120 


BLAST score 


375 


E value 


2.0e-36 


Match length 


78 


% identity 


90 


NCBI Description 


(AB007801) cytochrome b5 [Arabidopsis thaliana] 


Seq. No. 


164216 


Seq. ID 


LIB317 7-073-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl495269 


BLAST score 


562 


E value 


6.0e-58 


Match length 


136 


% identity 


80 


NCBI Description 


(X97829) product similar to ccr protein, Citrus parad 




PIR: S52663 [Arabidopsis thaliana] 




>gi_1550735_emb_CAA66824_ (X98130) unknown [Arabidops 




thaliana] 


Seq. No. 


164217 


Seq. ID 


LIB3177-073-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2271465 


BLAST score 


141 


E value 


4 . Oe-09 


Match length 


57 


% identity 


49 


NCBI Description 


(AF009563) 3-ketoacyl-CoA synthase [Brassica napus] 


Seq. No. 


164218 


Seq. ID 


LIB3177-07 3-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


246 


E value 


1.0e-136 


Match length 


258 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC IG005I10 


Seq. No. 


164219 


Seq. ID 


LIB3177-073-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2827552 


BLAST score 


482 


E value 


8.0e-52 


Match length 


143 


% identity 


35 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 



21966 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164220 

LIB3177-073-P1-K1-E1 

BLASTX 

g543841 

241 

2.0e-20 

69 

76 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



Seq. No. 


164221 


Seq. ID 


LIB3177-073-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


244 


E value 


4 .Oe-21 


Match length 


51 


% identity 


90 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


164222 


Seq. ID 


LIB3177-073-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g!89496 


BLAST score 


564 


E value 


4 .Oe-58 


Match length 


151 


% identity 


68 


NCBI Description 


(M88565) p58 protein kinase [Homo sapiens] 


Seq. No. 


164223 


Seq. ID 


LIB3177-073-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g228210 


BLAST score 


449 


E value 


7.0e-45 


Match length 


109 


% identity 


78 


NCBI Description 


granule-bound starch synthase [Solanum tuberosum] 


Seq. No. 


164224 


Seq. ID 


LIB3177-073-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2618603 


BLAST score 


247 


E value 


1.0e-136 


Match length 


333 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSL3, complete sequence [Arabidopsis thaliana] 



clone : 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164225 

LIB3177-073-P1-K1-E5 

BLASTX 

gll72873 

48 

3.0e-29 

77 

87 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi__541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3,4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374__ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164226 

LIB3177-073-P1-K1-E6 

BLASTX 

g4056502 

336 

1.0e-31 

98 
73 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164227 

LIB3177-073-P1-K1-E7 

BLASTX 

g4586256 

203 

7.0e-16 

58 

71 

(AL04 9640) probable photosystem 
[Arabidopsis thaliana] 



I chain XI precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164228 

LIB3177-073 

BLASTX 

g2119848 

772 

1.0e-82 

151 

97 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-E8 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4578 9_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



164229 

LIB3177-073-P1-K1-E9 

BLASTX 

g404670 

193 

6.0e-15 



21968 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
76 

(L21154) phytochrome A [Arabidopsis thaliana] >gi_3482934 
(AC003970) phytochrome A [Arabidopsis thaliana] 

164230 

LIB3177-073-P1-K1-F1 

BLASTX 

gl32074 

699 

5.0e-74 

136 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164231 

LIB3177-073-P1-K1-F10 

BLASTN 

g3763944 

83 

5.0e-39 

217 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A2 3 
(ESSAII project) 

164232 

LIB3177-073-P1-K1-F11 

BLASTX 

g3033375 

274 

3.0e-24 

134 

39 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164233 

LIB3177-073-P1-K1-F12 

BLASTX 

g3983125 

560 

1.0e-57 

138 
80 

(AF097648 ) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

164234 

LIB3177-073-P1-K1-F2 

BLASTX 

gl363489 

708 

5.0e-75 



21969 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
100 

thioglucosidase (EC 3.2.3.1) 3D precursor 
thaliana >gi_984052_emb_CAA61592__ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



- Arabidopsis 
thioglucoside 



Seq. No. 
Seq. ID 
Method 



164235 

LIB3177-073-P1-K1-F5 

BLASTN 

g4559375 

72 

2.0e-32 

178 

92 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence , complete sequence 

164236 

LIB3177-073-P1-K1-F6 

BLASTX 

gll5767 

345 

8.0e-33 

82 
83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164237 

LIB3177-073-P1-K1-F8 

BLASTN 

g2264321 

337 

0.0e+00 

385 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

164238 

LIB3177-073-P1-K1-F9 

BLASTX 

g2245093 

71 

4.0e-15 

52 
87 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
164239 

LIB3177-073-P1-K1-G1 
BLASTX 



21970 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll7238 
447 

2.0e-44 
117 

78 

MAGNE S I UM- C HEL AT AS E SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_errib_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4490290_emb_CAB38561. 1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 181122 6A ccsA gene 

[Euglena gracilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164240 

LIB3177-073-P1-K1-G10 

BLASTX 

g2119846 

693 

2.0e-73 

134 

99 

chlorophyll 'a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164241 

LIB3177-073-P1-K1-G11 

BLASTN 

g3080430 

243 

1.0e-134 

431 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164242 

LIB3177-073-P1-K1-G12 

BLASTN 

g3033373 

106 

1.0e-52 

282 
85 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



164243 

LIB3177-073-P1-K1-G2 
BLASTX 



21971 



o 



• 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32074 
618 

1.0e-64 

112 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164244 

LIB3177-073-P1-K1-G3 

BLASTX 

g3947448 

215 

3.0e-17 

141 

39 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88 952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



164245 

LIB3177-073-P1-K1-G4 

BLASTX 

g!15385 

236 

6.0e-20 

65 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164246 

LIB3177-073-P1-K1-G5 

BLASTX 

gll5767 

724 

6.0e-77 

139 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 54 0__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 



164247 



21972 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-073-P1-K1-G7 

BLASTN 

g3859658 

459 

0.0e+00 

459 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

164248 

LIB3177-073-P1-K1-G8 

BLASTX 

gll69201 

563 

5.0e-58 

138 
84 

DNA- DAMAGE-RE PAI R/ TOLERAT I ON PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

164249 

LIB3177-073-P1-K1-G9 

BLASTN 

g3193282 

87 

3.0e-41 

320 

94 

Arabidopsis thaliana BAC T14P8 
164250 

LIB3177-073-P1-K1-H1 

BLASTX 

gl66867 

695 

2.0e-73 

152 
89 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

164251 

LIB3177-073-P1-K1-H10 

BLASTX 

g82512 

538 

3.0e-55 

109 

43 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 
sativa] 



Seq. No. 
Seq. ID 



164252 

LIB3177-073-P1-K1-H11 



21973 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4115387 

500 

1.0e-50 

98 
99 

(AC005967) 



putative NADP-dependent 



glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



164253 

LIB3177-073-P1-K1-H12 

BLASTX 

g2119846 

388 

1.0e-37 

74 
100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164254 

LIB317 7-073-P1-K1-H2 

BLASTX 

gl363489 

707 

6.0e-75 

152 

90 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164255 

LIB3177-073-P1-K1-H3 

BLASTX 

g417381 

438 

1.0e-43 

89 
97 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_16400_emb_CAA4 5041_ (X63445) 
nitrilase I [Arabidopsis thaliana] 

164256 

LIB3177-073-P1-K1-H4 

BLASTN 

g555977 

318 

1.0e-179 

346 



21974 - 



II 



% identity 

NCBI Description 



98 

Arabidopsis thaliana metallothionein-like protein (AtMT-q) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164257 

LIB3177-073-P1-K1-H5 

BLASTX 

g4467359 

513 

3.0e-52 

109 

89 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



164258 

LIB3177-073-P1-K1-H6 

BLASTN 

g 4539448 

217 

1.0e-118 

217 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T5C23 



164259 

LIB3177-073 

BLASTX 

g2119848 

413 

2.0e-40 
116 

78 

chlorophyll 
Arabidopsis 
photosystem 

[Arabidopsis 
photosystem 

[Arabidopsis 
photosystem 

[Arabidopsis 



P1-K1-H7 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 578 9_ (X64459) 
II type I chlorophyll a /b binding protein 
thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 
thaliana] 



164260 

LIB3177-073-P1-K1-H9 

BLASTN 

g4469002 

293 

1.0e-164 

464 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

164261 

LIB3177-074-P1-K1-A4 
BLASTN 



T29A15 



21975 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245073 
63 

4 .Oe-27 

185 
79 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164262 

LIB3177-074-P1-K1-A5 

BLASTN 

g4097337 

188 

1.0e-101 

235 

99 

Oryza sativa metallothionein-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



164263 

LIB3177-074-P1-K1-B12 

BLASTN 

gl020154 

157 

4.0e-83 

265 
89 

Arabidopsis thaliana clone myb6 DNA-binding protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164264 

LIB3177-074-P1-K1-B6 

BLASTN 

gl6375 

41 

5.0e-14 

163 
78 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164265 

LIB3177-074-P1-K1-B7 

BLASTX 

g2623302 

586 

9.0e-61 

125 
92 

(AC002409) putative cysteine proteinase inhibitor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164266 

LIB3177- 

BLASTN 

g710625 

225 



074-P1-K1-C11 



21976 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-123 

266 
95 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 
164267 

LIB3177-074-P1-K1-C12 

BLASTN 

g3426033 

172 

6.0e-92 

344 

99 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164268 

LIB3177-074-P1-K1-C4 

BLASTX 

g2760834 

694 

2.0e-73 

143 

95 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164269 

LIB3177-074-P1-K1-C6 

BLASTX 

g3201613 

375 

3.0e-36 

100 

77 

(AC004669) glutathione S-transf erase [Arabidopsis thaliana] 
164270 

LIB3177-07 4-P1-K1-C7 

BLASTN 

g4165340 

184 

3.0e-99 

241 

96 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164271 

LIB3177-07 4-P1-K1-D1 

BLASTX 

gl345595 

668 

2.0e-70 

150 

89 

14-3-3-LIKE PROTEIN GF14 LAMBDA 



(14-3-3-LIKE PROTEIN AFT1) 



21977 



9 • 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1 ) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 



Seq. No. 


164272 


Seq. ID 


LIB3177-074-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3492855 


BLAST score 


35 


E value 


1.0e-10 


Match length 


79 


% identity 


84 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F20N2, 




compxere sequence [-"-raDiuopsis tridiianaj 


Seq. No. 


164273 


Seq. ID 


LIB3177-07 4-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g 4544419 


BLAST score 


575 


E value 


2.0e-59 


Match length 


146 


% identity 


81 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164274 


Seq. ID 


LIB3177-07 4-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3201613 


BLAST score 


562 


E value 


6.0e-58 


Match length 


108 


% identity 


99 


NCBI Description 


(AC004 669) glutathione S-transf erase [Arabidopsis thaliana 


Seq. No. 


164275 


Seq. ID 


LIB3177-074-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2246621 


BLAST score 


328 


E value 


5.0e-31 


Match length 


78 


% identity 


83 


NCBI Description 


(AF004393) salt-stress induced tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


164276 


Seq. ID 


LIB3177-074-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


344 


E value 


1.0e-32 


Match length 


87 


% identity 


82 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi__606970 (U15741) cytoplasmic 




ribosomal protein L18 [Arabidopsis thaliana] 



21978 



# 



Sea No 


164277 


Seq. ID 


LIB3177-07 4-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g70753 


BLAST score 


375 


Hi V a. _L 




M;3l - r , h 1 pnrri~h 


7 9 
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iixo u wile ii y ci± Licii j-J \i; 0 -^y_L u u i u kj vj u f *j n±o luiic 




Mb oaf 


Sea No 


164278 


Seq. ID 


LIB3177-074-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


a3212869 




266 


TT ll]P 


1 . Oe-23 


M^i~ph 1 pnrfhh 


65 


Sr i Hpn t *i t v 


74 
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Sea No 


164279 


Seq. ID 


LIB3177-074-P1-K1-F4 


Method 


BLASTX 


IN ^ D _L \J _L 




DiiriO l otUlc 




Jit Va.XLie 


1 Da- 9£ 


IVTa +■ fin 1 on o"h Vs 

rid LL>11 J.CliU Lii 


fin 




0 ft 


ln^-dj. uescripLion 


^/iijU o o -30 d ) puLdLive protein i_/irdDiQopsis una±ianaj 


Spa No 


164280 


Seq. ID 


LIB3177-07 4-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g585536 


BLAST score 


425 


E value 


5.0e-42 


Match length 


92 


% identity 


86 


NCBI Description 


MYROSINASE PRECURSOR ( SINIGRINASE ) (THIOGLUCOSIDASE) 



>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_87 1990__emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164281 

LIB3177-074-P1-K1-F6 

BLASTX 

g512400 

205 

2.0e-38 

130 

66 

(X74 947) annexin [Medicago sativa] 



Seq. No. 



164282 



21979 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-074-P1-K1-F7 

BLASTN 

g2351064 

368 

0.0e+00 

432 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDJ22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164283 

LIB3177-07 4-P1-K1-F8 

BLASTX 

g4559372 

652 

2.0e-68 
140 

87 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4 64 6235_gb_AAD268 98 . 1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

164284 

LIB317 7-07 4-P1-K1-F9 

BLASTN 

g4454004 

40 

2.0e-13 

155 
77 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164285 

LIB3177-07 4-P1-K1-G1 

BLASTX 

g2446981 

558 

1.0e-57 

108 
99 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



164286 

LIB3177-074-P1-K1-G10 

BLASTN 

gl465365 

45 

2.0e-16 

104 
85 

A. thaliana mRNA for subunit 
164287 

LIB3177-074-P1-K1-G12 



T of photosystem II 



21980 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20675 

387 

1.0e-37 

97 
78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_JS6011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27 844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164288 

LIB3177-074-P1-K1-G4 

BLASTX 

g4263525 

600 

2.0e-62 

139 
85 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

164289 

LIB3177-074-P1-K1-G8 

BLASTN 

g3461810 

54 

8 .0e-22 

160 

79 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164290 

LIB3177-074-P1-K1-H10 

BLASTN 

g3492855 

52 

2.0e-20 

193 
81 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

164291 

LIB3177-074-P1-K1-H11 

BLASTN 

g2739359 

128 

1.0e-65 

413 

97 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



164292 



21981 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-074-P1-K1-H3 

BLASTN 

g972916 

45 

3.0e-16 - 

254 

76 

Arabidopsis thaliana IAA7 



[IAA7) gene, complete cds 



164293 

LIB3177-074-P1-K1-H4 

BLASTN 

g4455321 

200 

1.0e-108 

361 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



164294 

LIB3177-074-P1-K1-H5 

BLASTX 

g3688799 

380 

1.0e-36 

112 
71 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

164295 

LIB317 7-07 4-P1-K1-H6 

BLASTX 

g416681 

202 

9.0e-16 

96 
39 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_197 87_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

164296 

LIB317 7-07 4-P1-K1-H7 

BLASTX 

g3075395 

301 

2.0e-27 

73 
78 

(AC004 484) nodulin-35 homologue [Arabidopsis thaliana] 
164297 

LIB3177-07 4-P1-K1-H8 



21982 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490732 

366 

4.0e-35 

78 
91 

(AL035709) phosphoenolpyruvate carboxykinase 
protein [Arabidopsis thaliana] 



(ATP) -like 



164298 

LIB3177-074-P1-K1-H9 

BLASTX 

gl32110 

413 

1.0e-40 

85 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164299 

LIB3177-075-P1-K1-A10 

BLASTX 

gl076393 

536 

6.0e-55 

110 

99 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb__CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164300 

LIB3177-075-P1-K1-A11 

BLASTX 

gll5783 

607 

4.0e-63 

126 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164301 

LIB3177-075-P1-K1-A12 

BLASTX 

gl669387 

382 

6.0e-37 

74 

99 



21983 



# 



NCBI Description (U41998) actin 2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164302 

LIB3177-075-P1-K1-A2 

BLASTN 

g442528 

62 

2.0e-26 

66 

98 

HY4=flavin-type blue-light photoreceptor [Arabidopsis 
thaliana, ecotype Columbia, Genomic /mRNA, 2458 nt] 



Seq. No. 


164303 


Seq. ID 


LIB3177-075-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2213632 


BLAST score 


158 


E value 


1.0e-10 


Match length 


98 


% identity 


43 


NCBI Description 


(AC000103) F21J9.24 [Arabidopsis thaliana] 


Seq. No. 


164304 


Seq. ID 


LIB3177-07 5-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


60 


E value 


1.0e-48 


Match length 


114 


% identity 


88 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving 




[Arabidopsis thaliana] 


Seq. No. 


164305 


Seq. ID 


LIB3177-075-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2947063 


BLAST score 


194 


E value 


8.0e-15 


Match length 


92 


% identity 


47 


NCBI Description 


(AC002521) putative Ser/Thr protein kinase [Arc 




thaliana] 


Seq. No. 


164306 


Seq. ID 


LIB3177-07 5-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g4589440 


BLAST score 


362 


E value 


0.0e+00 


Match length 


408 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3 




MSD21, complete sequence 


Seq. No. 


164307 



Arabidopsis 



PI clone: 



21984 



il 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-075-P1-K1-A7 

BLASTX 

gl041702 

729 

2.0e-77 
146 
90 

(U30476) 



expansin At-EXPl [Arabidopsis thaliana] 



164308 

LIB3177-075-P1-K1-A8 

BLASTN 

g2924651 

243 

1.0e-134 

405 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2A18, complete sequence [Arabidopsis thaliana] 

164309 

LIB3177-075-P1-K1-A9 

BLASTX 

gl32110 

543 

8.0e-56 

104 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


164310 


Seq. ID 


LIB317 7-075-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


542 


E value 


4.0e-58 


Match length 


138 


% identity 


76 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


164311 


Seq. ID 


LIB3177-075-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


667 


E value 


3.0e-70 


Match length 


126 


% identity 


75 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


164312 


Seq. ID 


LIB3177-075-P1-K1-B12 



21985 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20667 

702 

2,0e-74 

144 
97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2,1,12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

164313 

LIB3177-075-P1-K1-B2 

BLASTX 

g2062164 

252 

1.0e-21 

47 
100 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

164314 

LIB3177-075-P1-K1-B3 

BLASTX 

g4204285 

691 

4.0e-73 

138 

96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

164315 

LIB3177-075-P1-K1-B5 

BLASTX 

gll5492 

174 

2.0e-12 

145 

31 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



164316 

LIB3177-075-P1-K1-B6 

BLASTX 

gl66867 

599 

3.0e-62 

140 

80 

(J05216) ribosomal protein Sll 
67) [Arabidopsis thaliana] 



(probable start codon at bp 



21986 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164317 

LIB3177-075-P1-K1-B7 

BLASTX 

g2829899 

134 

8.0e-08 

118 

53 

(AC002311) similar to ripening-induced protein, 
gp_AJ00144 9_24 65015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164318 

LIB3177-07 5-P1-K1-B8 

BLASTX 

gl32102 

437 

2.0e-43 

95 
92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68 061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164319 

LIB3177-075-P1-K1-C1 

BLASTN 

g4522002 

231 

1.0e-127 

418 

98 

Arabidopsis thaliana chromosome II BAC T23K3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164320 

LIB3177-075-P1-K1-C11 

BLASTX 

g2880049 

628 

8.0e-66 

122 
99 

(AC002340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164321 

LIB3177-075-P1-K1-C12 

BLASTX 

gll5767 

734 

4.0e-78 

142 

99 



21987 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164322 

LIB3177-075-P1-K1-C3 

BLASTX 

g231660 

62 

4.0e-30 

139 

49 

HYPOTHETICAL 226 KD PROTEIN 



(ORE 1901) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164323 

LIB3177-075-P1-K1-C4 

BLASTX 

g2245032 

173 

2.0e-12 

73 
52 

(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164324 

LIB317 7-075-P1-K1-C5 

BLASTX 

g2129569 

387 

3.0e-66 

130 

98 

cytosolic cyclophilin ROC3 - Arabidopsis thaliana 
>gi_1305455 (U40399) cytosolic cyclophilin [Arabidopsis 
thaliana] >gi_4581104_gb_AAD24594 . 1_AC005825_1 (AC005825) 
cytosolic cyclophilin (ROC3) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164325 

LIB3177-075-P1-K1-C6 

BLASTX 

g2829918 

532 

2.0e-54 

104 

99 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164326 

LIB3177-075-P1-K1-C7 

BLASTX 

g4455250 

148 



21988 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

64 
48 

(AL035523) putative protein [Arabidopsis thaliana] 
164327 

LIB3177-075-P1-K1-C8 

BLASTX 

gll70089 

101 

7.0e-29 

74 

95 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789__dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

164328 

LIB3177-075-P1-K1-C9 

BLASTX 

g!32074 

633 

6.0e-66 

124 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164329 

LIB3177-075-P1-K1-D1 

BLASTN 

g3128142 

372 

0.0e+00 

418 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

164330 

LIB3177-075-P1-K1-D11 

BLASTX 

g!32074 

697 

9.0e-74 

129 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



21989 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164331 

LIB3177-075-P1-K1-D12 

BLASTN 

g4063737 

133 

1.0e-68 

281 
87 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164332 

LIB3177-075-P1-K1-D2 

BLASTX 

gl345655 

358 

4.0e-34 

66 

100 

CINNAMYL- ALCOHOL DEHYDROGENASE 2 
>giJ757535__emb_CAA83508 (Z31715) 



dehydrogenase [Arabidopsis thaliana] 



(CAD) 

cinnamyl alcohol 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164333 

LIB317 7-075-P1-K1-D3 

BLASTX 

g2465923 

350 

4.0e-33 

105 

66 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164334 

LIB3177-075-P1-K1-D4 

BLASTX 

g2760834 

436 

3.0e-43 

82 

100 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164335 

LIB3177-075-P1-K1-D6 

BLASTX 

g480450 

450 

8.0e-45 

102 

89 

ketol-acid reductoisomerase (EC 1, 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.8 6) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



21990 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164336 

LIB3177-075-P1-K1-D7 

BLASTX 

g3319921 

276 

2.0e-24 

99 
59 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_ernb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi__3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 


164337 


Seq. ID 


LIB3177-075-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


568 


E value 


1.0e-58 


Match length 


130 


% identity 


88 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE 




(PSI-N) >gi_1237124 (U32176) 


Seq. No. 


164338 


Seq. ID 


LIB3177-075-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g!169201 


BLAST score 


575 


E value 


2.0e-59 


Match length 


139 


% identity 


85 


NCBI Description 


DNA- DAMAGE - RE PAI R/ TOLERAT ION 



PSI-N [Arabidopsis thaliana] 



>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 


164339 


Seq. ID 


LIB317 7-075-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2739010 


BLAST score 


286 


E value 


1.0e-25 


Match length 


97 


% identity 


53 


NCBI Description 


(AF022464) CYP77A3p [Glycine max] 


Seq. No. 


164340 


Seq. ID 


LIB3177-075-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g4559344 


BLAST score 


275 


E value 


1.0e-153 


Match length 


345 


% identity 


9 


NCBI Description 


Arabidopsis thaliana chromosome II 



sequence, complete sequence 



21991 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



164341 

LIB3177-075-P1-K1-E2 

BLASTX 

gl703129 

483 

1.0e-48 

110 

85 

ACTIN 11 >gi_2129522_pir_S68109 actin 11 - Arabidopsis 
thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 

164342 

LIB3177-075-P1-K1-E3 

BLASTX 

g4538963 

547 

3.0e-56 

134 
63 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129 1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

164343 

LIB3177-075-P1-K1-E4 

BLASTX 

g4218123 

437 

3.0e-43 

139 

66 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



164344 

LIB3177-075-P1-K1-E5 

BLASTX 

gll5470 

767 

5.0e-82 

147 

99 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_320554_pir_S284 12 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 

164345 

LIB3177-075-P1-K1-E7 

BLASTX 

gll5767 

585 

1.0e-60 
111 



21992 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372__emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164346 

LIB3177-075-P1-K1-E8 

BLASTX 

g3128168 

170 

5.0e-12 

65 
52 

(AC004521) putative carboxyl- terminal peptidase 
[Arabidopsis thaliana] 

164347 

LIB3177-075-P1-K1-E9 

BLASTX 

gll5783 

619 

1.0e-64 

118 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



164348 

LIB3177-075-P1-K1-F1 

BLASTN 

g3702735 

329 

0.0e+00 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5 , complete sequence [Arabidopsis thaliana] 

164349 

LIB3177-075-P1-K1-F11 

BLASTX 

g4376158 

626 

2.0e-65 

128 

96 

(X98873) aspartate kinase [Arabidopsis thaliana] 
164350 

LIB3177-075-P1-K1-F2 
BLASTX 



PI clone: 



21993 



• 



NCBI GI 


g4 51034 5 


BLAST score 


395 


E value 


2.0e-38 


Match length 


74 


% identity 


100 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164351 


Seq. ID 


LIB3177-075-P1-K1-F3 


Method 


BLAST N 


NCBI GI 


g2696018 


bLiAbi score 


H C 
/ 0 


E value 


6.0e-34 


Match length 


273 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MXC9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164352 


Seq. ID 


LIB3177-075-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2879811 


BLAST score 


358 


E value 


4 .Oe-34 


Match length 


88 


% identity 


78 


NCBI Description 


(AJ223316) ribosomal protein L30 [Lupinus luteus] 


Seq. No. 


164353 


Seq. ID 


LIB3177-075-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl076287 


BLAST score 


400 


E value 


5 . 0e-39 


Match length 


87 


% identity 


90 


NCBI Description 


amine acid permease - Arabidopsis thaliana 




>gi_510236 emb CAA50672 (X71787) amine acid permease 




[Arabidopsis thaliana] 


Seq. No. 


164354 


Seq. ID 


LIB3177-075-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2894557 


BLAST score 


54 


E value 


1.0e-21 


Match length 


141 


% identity 


94 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T805 




(ESSAII project) 


Seq. No. 


164355 


Seq. ID 


LIB3177-075-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2213585 


BLAST score 


745 


E value 


2.0e-79 



21994 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
100 

(AC000348) T7N9.5 [Arabidopsis thaliana] 
164356 

LIB3177-075-P1-K1-G10 

BLASTX 

g4587542 

706 

7.0e-75 

135 

99 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z38046 come from this gene. [Arabidopsis thaliana] 

164357 

LIB3177-075-P1-K1-G11 

BLASTX 

g2245093 

620 

9.0e-65 

137 
90 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
164358 

LIB3177-075-P1-K1-G12 

BLASTX 

g4586057 

589 

4.0e-61 

112 
98 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
164359 

LIB3177-075-P1-K1-G3 

BLASTN 

g3193305 

390 

0.0e+00 

406 

99 

Arabidopsis thaliana BAC F3D13 
164360 

LIB3177-075-P1-K1-G4 

BLASTX 

g3953473 

659 

3.0e-69 

133 
100 

(AC002328) F2202.18 [Arabidopsis thaliana] 



Seq. No. 



164361 



21995 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3177-075-P1-K1-G5 

BLASTX 

g99736 

118 

2.0e-64 

129 
98 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16187_emb_CAA4 6814_ (X66016) 
NADPH- ferrihemoprotein reductase [Arabidopsis thaliana] 

164362 

LIB3177-075-P1-K1-G6 

BLASTX 

gl32090 

719 

2.0e-76 

132 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68 0 62_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emh_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

164363 

LIB3177-075-P1-K1-G7 

BLASTX 

g3158376 

371 

1.0e-35 

113 

65 

(AF035385) unknown [Arabidopsis thaliana] 
164364 

LIB3177-075-P1-K1-G8 

BLASTX 

g3193289 

108 

2.0e-57 
144 

85 

(AF069298) similar to several small proteins (-100 aa) that 
are induced by heat, auxin, ethylene and wounding such as 
Phaseolus aureus indole-3-acetic acid induced protein ARG 
(SW: 32292) [Arabidopsis thaliana] 

164365 

LIB3177-075-P1-K1-G9 

BLASTN 

g4490291 

198 

1.0e-107 

330 
96 



21996 



# 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164366 

LIB317 7-075-P1-K1-H1 

BLAST N 

g2264304 

229 

1.0e-126 

356 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8 r complete sequence [Arabidopsis thaliana] 



PI clone: 



164367 
LIB317 
BLAST X 
g45389 
581 

2.0e-6 

111 
74 
(AL04 9 
[Arabi 
(AF134 



7-075-P1-K1-H10 

63 

0 



488) chlorophyll a/b-binding protein-like 
dopsis thaliana] >gi_474 1958_gb_AAD2877 6 . 1_AF13412 9_1 
129) Lhcb5 protein [Arabidopsis thaliana] 



164368 

LIB3177-075-P1-K1-H11 

BLASTX 

gl32110 

241 

1.0e-20 

65 
77 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_680 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164369 

LIB3177-075-P1-K1-H12 

BLASTX 

g!15783 

648 

5.0e-68 

121 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



164370 

LIB3177-075-P1-K1-H2 
BLASTX 



21997 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185509 
569 

8.0e-59 

115 

97 

(AF102821) 
thaliana] 



actin depolymerizing factor 3 [Arabidopsis 



164371 

LIB3177-075-P1-K1-H3 

BLASTN 

g4756963 

313 

1.0e-176 

383 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

164372 

LIB3177-075-P1-K1-H4 

BLASTN 

g4589410 

426 

0.0e+00 
448 
99 ' 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015, complete sequence 

164373 

LIB3177-075-P1-K1-H5 

BLASTX 

g3286693 

600 

2.0e-62 

122 

99 

(Y154 33) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

164374 

LIB3177-075-P1-K1-H6 

BLASTX 

g2347192 

199 

2.0e-15 

49 

84 

(AC002338) spliceosomal protein U2B isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



164375 

LIB3177-075-P1-K1-H8 

BLASTX 

g4510345 

218 



21998 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-17 

41 
90 

(AC006921) unknown protein [Arabidopsis thaliana] 
164376 

LIB3177-075-P1-K1-H9 

BLASTX 

g282865 

360 

2.0e-34 

83 
82 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1__ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164377 

LIB3177-076-P1-K1-A1 

BLASTX 

gll6392 

622 

4.0e-65 

120 

99 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_66543_pir SYMUCN naringenin-chalcone synthase (EC 

2.3.1.74) - Arabidopsis thaliana >gi_166670 (M20308) 
chalcone synthase [Arabidopsis thaliana] 

164378 

LIB3177-076-P1-K1-A10 

BLASTX 

g4585978 

766 

7.0e-82 

150 

97 

(AC005287) NADP specific isocitrate dehydrogenase 
[Arabidopsis thaliana] 

164379 

LIB3177-076-P1-K1-A11 

BLASTX 

g2130028 

352 

3.0e-33 

86 

73 

B12D protein - barley >gi_4 71319_emb_CAA54 065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_344 52 92_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 



164380 



21999 



• 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-A12 

BLAST N 

g4490701 

131 

2.0e-67 

422 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164381 

LIB3177-076-P1-K1-A2 

BLASTX 

gl619321 

176 

3.0e-13 

52 
65 

(Y07563) hinl [Nicotiana tabacum] 
164382 

LIB3177-07 6-P1-K1-A3 

BLASTX 

g2924520 

596 

5.0e-62 

113 
99 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164383 

LIB3177-07 6-P1-K1-A4 

BLASTX 

g!32110 

630 

6.0e-66 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68 060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702__ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164384 

LIB3177-07 6-P1-K1-A5 

BLASTX 

gll7238 

691 

5.0e-73 

138 

98 

MAGNE S I UM- CHE LAT AS E SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 



22000 




- Arabidopsis thaliana >gi_1020100_emb_^CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4 4 90290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164385 

LIB3177-07 6-P1-K1-A6 

BLASTX 

gl37465 

763 

2.0e-81 

150 
99 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 

164386 

LIB3177-07 6-P1-K1-A7 

BLASTX 

gll69278 

305 

6.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 5 69_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

164387 

LIB3177-076-P1-K1-A8 

BLASTX 

gll5385 

574 

2.0e-59 

115 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164388 

LIB3177-076-P1-K1-A9 

BLASTX 

g2494610 

327 

2.0e-30 

129 

57 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>giJL079732 (U39877) cpFtsZ [Arabidopsis thaliana] 



Seq. No. 



164389 



22001 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(V-ATPASE 69 KD 
(BN59) 



LIB3177-076-P1-K1-B1 

BLASTX 

g543751 

633 

3.0e-66 

120 

99 

1 -AMI NOCYCLOPRO PANE - 1 -CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi_54 1861_pir JT0755 

ethylene-forming enzyme - Arabidopsis thaliana 
>giJL6254_emb_CAA47251_ (X66719) ethylene-forming enzyme 
[Arabidopsis thaliana] 

164390 

LIB3177-076-P1-K1-B10 

BLASTX 

g2493122 

251 

1.0e-21 

78 
69 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A 
SUBUNIT) (TONOPLAST AT PAS E 70 KD SUBUNIT) 

>gi_JL362024_pir S57790 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 7 OK chain (clone BN59) - rape 
>gi_558479 (U15604) tonoplast ATPase 70 kDa subunit 
[Brassica napus] 

164391 

LIB3177-076-P1-K1-B11 

BLASTX 
g4741954 
588 

5.0e-61 

114 
100 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
164392 

LIB3177-076-P1-K1-B12 
BLASTX 
g!710549 
265 

2.0e-23 
49 
98 

60S RIBOSOMAL PROTEIN L39 
164393 

LIB3177-076-P1-K1-B2 
BLASTX 
gl864017 
524 

1.0e-53 

101 
99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



22002 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



164394 

LIB3177-076-P1-K1-B3 

BLASTX 

g3451065 

530 

3.0e-54 

114 

91 

(AL031326) 
thaliana] 



water channel - like protein [Arabidopsis 



164395 

LIB3177-076-P1-K1-B4 

BLASTX 

g4204265 

173 

2.0e-12 

123 
34 

(AC005223) 45643 [Arabidopsis thaliana] 
164396 

LIB3177-076-P1-K1-B5 

BLASTX 

g4522012 

479 

3.0e-48 

153 

58 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
164397 

LIB3177-076-P1-K1-B6 

BLASTN 

g3702315 

323 

0.0e+00 

429 

100 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164398 

LIB3177-076-P1-K1-B7 

BLASTX 

g4741948 

519 

2.0e-58 

122 

96 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
164399 

LIB3177-076-P1-K1-B8 

BLASTN 

g3985958 



22003 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 

1.0e-178 

417 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

164400 

LIB3177-07 6-P1-K1-B9 

BLASTX 

g2662375 

216 

2.0e-17 

115 
39 

(D89060) oligosaccharyltransferase [Homo sapiens] 
164401 

LIB3177-076-P1-K1-C1 

BLASTX 

g595768 

146 

4.0e-09 

47 

62 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 
164402 

LIB3177-07 6-P1-K1-C10 

BLASTX 

g2119846 

708 

3.0e-76 

145 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164403 

LIB3177-07 6-P1-K1-C11 

BLASTX 

gl32074 

729 

2.0e-77 

133 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 



164404 



22004 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-C12 

BLASTX 

g2583125 

338 

1.0e-31 

113 
61 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

164405 

LIB3177-076-P1-K1-C3 

BLASTX 

g2832625 

299 

3.0e-27 

69 

81 

(AL021711) putative protein [Arabidopsis thaliana] 
164406 

LIB3177-076-P1-K1-C4 

BLASTX 

gl32110 

749 

8.0e-80 

138 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 

thaliana] 

164407 

LIB3177-076-P1-K1-C5 

BLASTN 

g3176694 

279 

1.0e-155 

406 

99 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164408 

LIB3177-07 6-P1-K1-C6 

BLASTX 

g4204285 

440 

1.0e-43 

149 
56 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



22005 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



164409 

LIB3177-076-P1-K1-C7 

BLASTX 

g2583134 

234 

1.0e-19 

44 

100 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

164410 

LIB3177-076-P1-K1-C8 

BLASTN 

g4006885 

143 

1.0e-74 

415 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

164411 

LIB3177-07 6-P1-K1-C9 

BLASTX 

g4741950 

748 

9.0e-80 

140 

100 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 



164412 
LIB317 
BLASTX 
g28298 
283 

3.0e-2 

87 
62 

(AC002 
gp_X60 



7-076-P1-K1-D1 
96 

5 



311) highly similar to auxin-regulated protein GH3, 
033_18591 [Arabidopsis thaliana] 



164413 

LIB3177-07 6-P1-K1-D11 

BLASTX 

g4539316 

671 

1.0e-70 

138 
100 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

164414 

LIB3177-076-P1-K1-D2 
BLASTX 



22006 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245079 
295 

1.0e-26 

104 
58 

(297343) hypothetical protein [Arabidopsis thaliana] 
164415 

LIB3177-076-P1-K1-D4 

BLASTN 

g4585952 

63 

5.0e-27 

157 

90 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

164416 

LIB3177-07 6-P1-K1-D5 

BLASTX 

g3219858 

601 

2.0e-62 

116 

100 

DNA- DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

>gi_4 678 938_emb_CAB4 1329. 1_ (AL049711) DNA-directed RNA 
polymerase II 13. 6K chain [Arabidopsis thaliana] 



Seq. No. 


164417 


Seq. ID 


LIB3177-076-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2252828 


BLAST score 


374 


E value 


2.0e-48 


Match length 


123 


% identity 


87 


NCBI Description 


(AF013293) No definition 


Seq. No. 


164418 


Seq. ID 


LIB3177-07 6-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


517 


E value 


1.0e-52 


Match length 


118 


% identity 


85 


NCBI Description 


(AF134130) Lhcb6 protein 


Seq. No. 


164419 


Seq. ID 


LIB3177-076-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g687677 



22007 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



436 

3.0e-43 

88 

99 

(U19925) unknown [Arabidopsis thaliana] 
164420 

LIB3177-076-P1-K1-D9 

BLASTX 

gll75012 

521 

3.0e-53 

112 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C ( TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA4 9155__ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

164421 

LIB3177-076-P1-K1-E1 

BLASTX 

g4056502 

618 

2.0e-64 

129 

92 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
164422 

LIB3177-076-P1-K1-E10 

BLASTX 

g541858 

756 

1.0e-80 

144 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

164423 

LIB3177-076-P1-K1-E11 

BLASTX 

g2832642 

187 

6.0e-14 

96 
25 

(AL021710) putative protein [Arabidopsis thaliana] 
164424 

LIB3177-076-P1-K1-E2 

BLASTX 

g2078350 

264 

5.0e-23 



22008 



Match length 


67 


% identity 


81 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 


Seq. No. 


164425 


Seq. ID 


LIB3177-076-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3176694 


BLAST score 


274 


E value 


1.0e-153 


Match length 


403 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T14N5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164426 


Seq. ID 


LIB3177-076-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


152 


E value 


6.0e-10 


Match length 


31 


% identity 


94 


NCBI Description 


(AC006919) putative f ructose-bisphosphate aldolase, 




cytoplasmic [Arabidopsis thaliana] 


Seq. No. 


164427 


Seq. ID 


LIB3177-076-P1-K1-E7 


Method 


BLASTX 


NCRT GT 


y c* c* *i ~J \J *J / 


BLAST score 


409 


E value 


3.0e-40 


Match length 


75 


% identity 


100 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


164428 


Seq. ID 


LIB3177-076-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4240116 


BLAST score 


532 


E value 


2 . 0e-54 


Match length 


124 


% identity 


84 


NCBI Description 


(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 




thaliana] >gi_4240118_dbj_BAA74 838_ (AB007800) 




NADH-cytochrome b5 reductase [Arabidopsis thaliana] 


Seq. No. 


164429 


Seq. ID 


LIB3177-076-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl32659 


BLAST score 


372 


E value 


1.0e-35 


Match length 


82 


% identity 


84 



NCBI Description SOS RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 



22009 




>gi_81483_pir A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164430 

LIB3177-07 6-P1-K1-F10 

BLASTX 

g2129578 

315 

3.0e-29 

62 
97 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932__emb__CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

164431 

LIB3177-07 6-P1-K1-F11 

BLASTX 

gll5767 

651 

2.0e-68 

124 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A2 9280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368__emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164432 

LIB3177-07 6-P1-K1-F12 

BLASTN 

g3212846 

137 

5.0e-71 

364 
97 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164433 

LIB3177-076-P1-K1-F2 

BLASTN 

g2618677 

101 

2.0e-49 

510 

47 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 



164434 



22010 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-076-P1-K1-F3 

BLASTX 

gll69201 

611 

1.0e-63 

150 
83 

DNA-DAMAGE-REPAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

164435 

LIB3177-076-P1-K1-F4 

BLASTX 

g3850579 

554 

4.0e-57 

124 

85 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281, gb_T44167, gb_T21813 / gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373 / gb_F15470, gb_Z35182, gb H76373, 
gb_Z34 678 an 

164436 

LIB3177-076-P1-K1-F5 

BLASTX 

g2500430 

655 

7.0e-69 

127 
100 

4 OS RIBOSOMAL PROTEIN SI 6 
164437 

LIB3177-076-P1-K1-F6 

BLASTX 

g4006883 

453 

3.0e-45 

111 
79 

(Z99707) cysteine proteinase [Arabidopsis thaliana] 
164438 

LIB3177-076-P1-K1-F7 

BLASTX 

g421826 

633 

3.0e-66 

143 

83 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



22011 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164439 

LIB3177-076-P1-K1-F9 

BLASTX 

g4218123 

332 

3.0e-34 

136 
58 

(AL035353) photosystem I 
[Arabidopsis thaliana] 



subunit PSI-E-like protein 



164440 

LIB3177-076-P1-K1-G1 

BLASTX 

gl568480 

648 

5.0e-68 

150 

83 

(Z71703) cdc2-like protein kinase [Beta vulgaris] 
164441 

LIB3177-07 6-P1-K1-G10 

BLASTX 

g4454032 

302 

2.0e-31 

118 
64 

(AL035394) putative protein [Arabidopsis thaliana] 
164442 

LIB3177-07 6-P1-K1-G11 

BLASTX 

g625977 

609 

1.0e-63 

118 
100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164443 

LIB3177-076-P1-K1-G12 

BLASTX 

gll75013 

514 

2.0e-52 

113 
88 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 
plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_4 72877_emb__CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 



164444 



22012 



Seq. ID 


LIB3177- 


Method 


BLASTX 


NCBI GI 


U J J J / Jul 


BLAST score 


338 


E value 


1.0e-31 


Match length 


146 


% identity 


50 


NCBI Description 


(AC00448 


Seq. No. 


164445 


Seq. ID 


LIB3177- 


Method 


BLASTX 


NCBI GI 


g4454036 




7 7 Q 


E value 


1.0e-77 


Match length 


133 


% identity 


99 


NCBI Description 


(AL03539 




thaliana 


Seq. No. 


164446 


Seq. ID 


LIB3177- 


Method 


BLASTN 


NCBI GI 


g3241922 


BLAST score 


19 


E value 


l.le+00 


Match length 


324 


% identity 


73 



076-P1-K1-G2 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM2 4 , complete sequence [Arabidopsis thaliana] 

164447 

LIB3177-07 6-P1-K1-G5 

BLASTX 

g4337175 

568 

9.0e-59 
111 

100 

(AC006416) 
gb_T04111 f 
gb_R90004, 

gb_AA720210 come from this gene 



PI clone: 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439 / gb_T7 6570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

[Arabidopsis thaliana] 



164448 

LIB3177-076-P1-K1-G6 

BLASTN 

g336917 

51 

1.0e-19 

135 
90 

Epifagus virginiana chloroplast complete genome 
164449 

LIB3177-07 6-P1-K1-G7 
BLASTX 



22013 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g282865 
670 

1.0e-70 

133 
72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


164450 


Seq. ID 


LIB3177-076-P1-K1-G8 


Mpf h nd 


DLino ± A, 


NCBI GI 


g2213583 


BLAST score 


319 


E value 


1.0e-29 


Match length 


125 


% identity 


53 


NCBI Description 


(AC000348) T7N9.3 [Arabidopsis thaliana] 


Seq. No. 


164451 


Seq. ID 


LIB3177-076-P1-K1-G9 


Method 


BLASTN 




gzz o4 J lo 


BLAST score 


160 


E value 


4.0e-85 


Match length 


160 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MOP10, complete sequence [Arabidopsis thaliana 


Seq. No. 


164452 


Seq. ID 


LIB3177-076-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2062161 


BLAST score 


735 


E value 


3.0e-78 


Match length 


139 


% identity 


50 


NCBI Description 


(AC001645) jasmonate inducible protein isolog 




thaliana] 


Seq. No. 


164453 


Seq. ID 


LIB3177-07 6-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g790582 


BLAST score 


377 


E value 


0.0e+00 


Match length 


381 


% identity 


100 



PI clone: 



NCBI Description 



Seq. No. 
Seq. ID 



Arabidopsis thaliana putative pathogenesis-related protein 
(ATOZI1) mRNA, complete cds 

164454 

LIB3177-076-P1-K1-H11 



22014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2618603 

288 

1.0e-161 

296 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSL3, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


164455 


Seq. ID 


LIB3177-076-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


302 


E value 


1.0e-27 


Match length 


103 


% identity 


40 


NCBI Description 


(U73747) annexin [Gossypium 


Seq. No. 


164456 


Seq. ID 


LIB3177-076-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2499973 


BLAST score 


226 


E value 


1.0e-18 


Match length 


103 


% identity 


52 


NCBI Description 


PHOTOSYSTEM II 5 KD PROTEIN 



>gi_l 4 6536 6_emb_CAA6 6 7 0 1_ 
[Arabidopsis thaliana] 



(X98078) photosystem II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164457 

LIB3177-076-P1-K1-H4 

BLASTN 

g2351067 

232 

1.0e-128 

360 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MP012, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 
Method 



164458 

LIB3177-076-P1-K1-H5 

BLASTX 

g2501021 

162 

2.0e-ll 

38 
82 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechocystis sp.] 

164459 

LIB3177-07 6-P1-K1-H6 
BLASTX 



22015 



NCBI GI 


a391 ^R^fi 


BLAST score 


461 


E value 


3.0e-46 


Match length 


103 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


164460 


Seq. ID 


LIB3177-07 6-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


a4741952 

y 1 / T -L J> -J 


BLAST score 


712 


E value 


2.0e-75 


Match length 


134 


% identity 


76 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidop 


Seq. No. 


164461 


Seq. ID 


LIB3177-076-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g3046847 


BLAST score 


178 


E value 


1.0e-95 


Match length 


316 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, 
K11J9, complete sequence [Arabidop 


Seq. No. 


164462 


Seq. ID 


LIB3177-077-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3688799 


•pit 7\ Q fp Q pnro 




E value 


7.0e-50 


Match length 


99 


% identity 


99 


NCBI Description 


(AF057137) gamma tonoplast intrins 
thaliana] 


Seq. No. 


164463 


Seq. ID 


LIB3177-077-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl32090 


BLAST score 


756 


E value 


1.0e-80 


Match length 


139 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_erab_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



164464 

LIB3177-077-P1-K1-A12 
BLASTX 



22016 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!172873 
417 

4.0e-41 

95 

89 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

164465 

LIB3177-077-P1-K1-A2 

BLASTX 

gl402908 

756 

1.0e-80 

146 
99 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_142 9221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164466 

LIB3177-077-P1-K1-A3 

BLASTX 

g2130096 

232 

3.0e-19 

115 
37 

cytochrome P450tyr - sorghum >gi_984543 (U32624] 
P-450 [Sorghum bicolor] 



cytochrome 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164467 

LIB3177-077-P1-K1-A4 

BLASTN 

g4220635 

283 

1.0e-158 

283 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

164468 

LIB3177-077-P1-K1-A5 

BLASTX 

g81600 

645 

1.0e-67 

144 

92 

chaperonin 60 beta (clone bX) - Arabidopsis thaliana 
(fragment) 



Seq. No. 



164469 



22017 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



LIB3177-077-P1-K1-A6 

BLASTX 

g2738248 

760 

4 . Oe-81 

153 

97 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164470 

LIB3177-077-P1-K1-A7 

BLASTN 

g2979540 

99 

3.0e-48 

457 
100 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164471 

LIB3177-077-P1-K1-A8 

BLASTN 

g4586019 

233 

1.0e-128 

233 
100 

Arabidopsis thaliana chromosome II BAC T3P4 genomic 
sequence, complete sequence 

164472 

LIB3177-077-P1-K1-B1 

BLASTN 

g3169169 

411 

0.0e+00 

443 

80 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164473 

LIB3177-077-P1-K1-B10 

BLASTX 

g4454037 

435 

3.0e-43 

84 
95 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

164474 

LIB3177-077-P1-K1-B11 
BLASTX 



22018 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UBIQUITIN-PROTEIN 
UBCAT4B) 



g464986 
696 

1.0e-73 

129 
100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LlGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi__297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

164475 

LIB3177-077-P1-K1-B12 

BLASTX 

g4165550 

686 

2.0e-72 
143 

91 

(AJ004915) apgm [Malus domestica] 



164476 

LIB3177-077-P1-K1-B2 

BLASTN 

g4455339 

305 

1.0e-171 

305 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



164477 

LIB3177-077-P1-K1-B3 

BLASTX 

g2117612 

869 

7.0e-94 

157 
100 

catalase (EC 1.11.1.6) 



3 - Arabidopsis thaliana 



164478 

LIB3177-077-P1-K1-B4 

BLASTN 

g3883125 

232 

1.0e-128 

263 

97 

Arabidopsis thaliana arabinogalactan-protein (AGP4) mRNA, 



22019 



complete cds 



Seq. No. 


164479 


Q<=±rr TV) 


T TR^1 77— H77—D1 — VI _Q CZ 


Method 


BLASTX 


NCBI GI 


gl6225 


BLAST score 


628 


E value 


1.0e-65 


Match length 


123 


% identity 


65 


NCBI Description 


(Z12023) calmodulin [Arabidopsis 


Seq. No. 


164480 


Seq. ID 


LIB3177-077-P1-K1-B7 






NCBI GI 


g4056457 


BLAST score 


472 


E value 


2.0e-47 


Match length 


130 


% identity 


71 


NCBI Description 


(AC005990) ESTs gb_234051 and gb 




gene. [Arabidopsis thaliana] 


Seq. No. 


164481 


beq. id 


LIBJ177-077-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3298610 


BLAST score 


145 


E value 


4.0e-76 


Match length 


157 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T2H3 


Seq. No. 


164482 


Seq. ID 


LIB3177-07 7-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2558662 


BLAST score 


143 


E value 


6.0e-09 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



115 
8 

(AC002354) No definition line found [Arabidopsis thaliana] 
164483 

LIB3177-077-P1-K1-C1 

BLASTX 

gll73104 

738 

1.0e-78 

150 
90 

RIBONUCLEASE 2 PRECURSOR >gi_28 9210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

164484 

LIB3177-077-P1-K1-C10 



22020 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
--*NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3298443 

311 

2.0e-28 

84 
69 

(AB010880) 
tabacum] 



chloroplast ribosomal protein L17 [Nicotiana 



164485 

LIB3177-077-P1-K1-C11 

BLASTX 

g461532 

236 

9.0e-20 

64 

66 

ADP-RIBOSYLATION FACTOR >gi_1362 500_pir D4 9993 

ADP-ribosylation factor - Ajellomyces capsulata >gi_407693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 

164486 

LIB3177-077-P1-K1-C2 

BLASTX 

g4115337 

764 

1.0e-81 

154 
18 

(L81141) ubiquitin [Pisum sativum] 
164487 

LIB3177-077-P1-K1-C3 

BLASTN 

g3985954 

398 

0.0e+00 

457 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG21, complete sequence [Arabidopsis thaliana] 

164488 

LIB3177-077-P1-K1-C4 
BLASTN 
g3985958 
317 

1.0e-178 

454 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 

164489 

LIB3177-077-P1-K1-C5 
BLASTX 
gl35860 



PI clone; 



PI clone: 



22021 



BLAST score 


#1 A 

IP V 

565 


E value 


2 . Oe-58 


Matcn iengtn 


TOO 

Iz 3 


% identity 


63 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA 



(AQUAPORIN-TIP) >gi_99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115__ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164490 

LIB317 7-07 7-P1-K1-C6 

BLASTX 

g4455364 

255 

6.0e-22 

56 
82 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1644 

LIB3 

BLAS 

g344 

310 

l.Oe 

394 

100 

Arab 

MYH9 



91 

177-077-P1-K1-C7 

TN 

9334 

-174 



idopsis thaliana genomic DNA, chromosome 5, PI clone: 
complete sequence [Arabidopsis thaliana] 



164492 

LIB3177-077-P1-K1-C8 

BLASTX 

g282865 

659 

3.0e-69 

131 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 164493 

Seq. ID LIB3177-077-P1-K1-C9 

Method BLASTN 

NCBI GI g2618602 

BLAST score 216 

E value 1.0e-118 

Match length 412 



22022 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

164494 

LIB3177-077-P1-K1-D10 

BLASTX 

g2119846 

763 

2.0e-81 

145 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164495 

LIB3177-077-P1-K1-D11 

BLASTX 

g267083 

560 

1.0e-57 

107 
100 

TUBULIN BETA- 9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 (M84706) beta-9 
tubulin [Arabidopsis thaliana] 

164496 

LIB3177-077-P1-K1-D12 

BLASTN 

g4417264 

45 

5.0e-16 

123 

85 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164497 

LIB3177-077-P1-K1-D2 

BLASTX 

g2911055 

577 

2.0e-67 

156 

87 

(AL021961) putative protein [Arabidopsis thaliana] 
164498 

LIB3177-077-P1-K1-D3 

BLASTX 

g!66835 



22023 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 

8.0e-28 

85 

74 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 


164499 


Seq. ID 


LIB3177-077-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


344 


E value 


2.0e-32 


Match length 


66 


% identity 


100 


NCBI Description 


(D85339) hydroxypyruvate 


Seq. No. 


164500 


Seq. ID 


LIB3177-077-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g464720 


BLAST score 


251 


E value 


2.0e-21 


Match length 


50 


% identity 


100 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S2 




protein S28 [Arabidopsis 


Seq. No. 


164501 


Seq. ID 


LIB3177-077-P1-K1-D7 


Method 


BLASTX 


NCJBI GI 


gl32110 


BLAST score 


666 


E value 


4.0e-70 


Match length 


122 


% identity 


99 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195__emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

164502 

LIB3177-077-P1-K1-D8 

BLASTX 

g4585882 

570 

6.0e-59 

112 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

164503 

LIB317 7-077-P1-K1-D9 



22024 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4510360 

292 

1.0e-163 

340 
96 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

164504 

LIB3177-077-P1-K1-E1 

BLASTX 

g544425 

424 

7.0e-42 

82 
100 

GLYCINE-RICH RNA- BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305__emb_CAA7 8712_ (Z14 988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


164505 


Seq. ID 


LIB3177-077-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


709 


E value 


4.0e-75 


Match length 


131 


% identity 


77 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidop 


Seq. No. 


164506 


Seq. ID 


LIB3177-077-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


129 


E value 


1.0e-66 


Match length 


164 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MQL5, complete sequence [Arabidops 


Seq. No. 


164507 


Seq. ID 


LIB3177-07 7-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g416758 


BLAST score 


780 


E value 


2.0e-83 


Match length 


146 


% identity 


99 



chromosome 5, PI clone: 



NCBI Description 



SERINE CARBOX YPEPT I DASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



22025 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164508 

LIB3177-077-P1-K1-E2 

BLASTX 

g4220514 

438 

2.0e-43 

119 
70 

(AL035356) putative protein [Arabidopsis thaliana] 
164509 

LIB3177-077-P1-K1-E3 

BLASTN 

g4220638 

50 

2.0e-19 

173 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

164510 

LIB3177-077-P1-K1-E4 

BLASTX 

gll5767 

678 

1.0e-71 

131 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164511 

LIB3177-077-P1-K1-E5 

BLASTX 

gl66702 

663 

9.0e-70 

149 

87 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 

164512 

LIB3177-077-P1-K1-E6 

BLASTX 

g4493904 

157 

5.0e-ll 

53 
60 



22026 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL034558) predicted using hexExon; MAL3P2.26 (PFC0285c) , 
T-complex protein beta subunit, len: 541 aa; Similarity to 
T-complex proteins beta subunits. C.elegans T-complex 
protein beta subunit (SW: TCPB_CAEEL) BLAST Score: 1527 

164513 

LIB3177-077-P1-K1-E7 

BLASTN 

g4490324 

116 

8.0e-59 

124 

75 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164514 

LIB3177-077-P1-K1-E8 

BLASTX 

gl542941 

198 

2.0e-15 

52 
81 

(X78116) Acetoace'tyl-coenzyme A thiolase [Raphanus sativus] 
164515 

LIB3177-077-P1-K1-E9 

BLASTX 

g294666 

227 

1.0e-18 

122 
43 

(L13241) beta-ketoacyl-ACP synthase [Ricinus communis] 
164516 

LIB3177-077-P1-K1-F1 

BLASTX 

g2062157 

303 

4.0e-58 

120 
34 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



164517 

LIB3177-077-P1-K1-F10 

BLASTX 

g2829899 

593 

1.0e-61 

117 

100 

(AC002311) similar to ripening-induced protein, 
gp_AJ0014 4 9_24 65015 and major#latex protein, 



22027 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gp_X91961_11074 95 [Arabidopsis thaliana] 
164518 

LIB3177-077-P1-K1-F11 

BLASTX 

g4454037 

599 

3.0e-62 

112 

99 

(AL035394) 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164519 

LIB3177-077-P1-K1-F12 

BLASTX 

g4538963 

565 

3.0e-58 

137 

64 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_474 1958_gb_AAD2877 6 . 1_AF134 12 9_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

164520 

LIB3177-077-P1-K1-F2 

BLASTX 

g4454473 

365 

8.0e-35 

123 
60 

(AC006234) putative beta-expansin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(L09111) GF14 
>gi_2232146 



164521 

LIB3177-077-P1-K1-F3 - 
BLASTX 
gl702987 
592 

6.0e-66 

136 
96 

14-3-3-LIKE PROTEIN GF14 PHI >gi_14 93805 
protein phi chain [Arabidopsis thaliana] 
(AF001414) 14-3-3-like protein GF14 phi [Arabidopsis 
thaliana] 

164522 

LIB317 7-07 7-P1-K1-F5 

BLASTX 

gll5385 

577 

1.0e-59 

111 

100 



22028 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164523 

LIB3177-077-P1-K1-F6 

BLASTX 

gl32074 

709 

1.0e-78 

142 
91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164524 

LIB3177-077-P1-K1-F8 

BLASTN 

g3269280 

144 

4.0e-75 

311 

97 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

164525 

LIB3177-077-P1-K1-F9 

BLASTN 

g3851669 

126 

2.0e-64 

134 

99 

Arabidopsis thaliana J8 mRNA, nuclear gene encoding plastid 
protein, complete cds 

164526 

LIB3177-077-P1-K1-G1 

BLASTN 

g4262221 

36 

1.0e-10 

242 
86 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164527 

LIB3177-077-P1-K1-G10 

BLASTX 

gl!5385 

704 

1.0e-74 

135 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164528 

LIB3177-077-P1-K1-G11 

BLASTX 

gl076668 

511 

4.0e-52 

109 
87 

NADH dehydrogenase (EC 1.6.99.3) ■ 
>gi_639834_emb_CAA58823__ (X83999) 
[Solanum tuberosum] 



■ potato 

NADH dehydrogenase 



164529 

LIB3177-077-P1-K1-G12 

BLASTX 

gl33938 

560 

1.0e-57 

144 

77 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_708 66_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 

164530 

LIB3177-077-P1-K1-G2 

BLASTX 

g2832241 

721 

1.0e-76 

151 
93 

(AF030864) 
thaliana] 



nonphototropic hypocotyl 1 [Arabidopsis 



164531 

LIB3177-077-P1-K1-G3 

BLASTX 

gll5385 

548 

2.0e-56 

105 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164532 

LIB317 7-07 7-P1-K1-G4 

BLASTX 

gl076413 



22030 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



756 

1.0e-80 

149 
100 

serine O-acetyltransf erase (EC 2.3.1.30) - Arabidopsis 

thaliana >gi_214 677 6_pir S67482 serine O-acetyltransf erase 

(EC 2.3.1.30) - Arabidopsis thaliana >gi_608577 (L34076) 
serine acetyltransf erase [Arabidopsis thaliana] 
>gi_608677_emb_CAA84371_ (Z34888) serine acetyltransf erase 

[Arabidopsis thaliana] >gi_10934 93_prf 2104212A Ser 

acetyltr ansferase [Arabidopsis thaliana] 



Seq. No. 


164533 


Seq. ID 


LIB3177-077-P1-K1-G5 


L ie L. I iUU 


O J_sjri.O 1 IN 


NCBI GI 


g 4454447 


BLAST score 


328 


E value 


0.0e+00 


Match length 


344 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F5H14 genom 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164534 


oeq. id 


lil bo 1 / / — U / / -rl-i\l-bb 


Method 


BLASTX 


NCBI GI 


g3878874 


BLAST score 


196 


E value 


5.0e-15 


Match length 


140 


% identity 


34 


NCBI Description 


(Z69793) R03A10.3 [Caenorhabditis elegans] 


Seq. No. 


164535 


Seq. ID 


LIB3177-077-P1-K1-G7 






NCBI GI 


gl66781 


BLAST score 


97 


E value 


2.0e-47 


Match length 


160 


% identity 


90 


NCBI Description 


A. thaliana nitrate reductase mRNA, complete cds 


Seq. No. 


164536 


Seq. ID 


LIB317 7-077 -P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3885511 


BLAST score 


393 


E value 


3.0e-38 


Match length 


99 


% identity 


81 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem 




barley [Medicago sativa] 


Seq. No. 


164537 


Seq. ID 


LIB3177-07 7-P1-K1-G9 


Method 


BLASTX 



I from 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3169185 
245 

8.0e-21 

62 
76 

(AC004401) unknown protein [Arabidopsis thaliana] 
164538 

LIB3177-07 7-P1-K1-H2 

BLASTX 

g4415930 

572 

4.0e-59 

134 

81 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559389_gb_AAD23049.1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


164539 


Seq. ID 


LIB3177-077-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3860315 


BLAST score 


310 


E value 


2.0e-28 


MatGh length 


68 


% identity 


84 


NCBI Description 


(AJ012684) 40S ribosomal protein S19 [Cicer arietinum] 


Seq. No. 


164540 


Seq. ID 


LIB3177-07 7-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4417280 


BLAST score 


697 


E value 


1.0e-73 


Match length 


154 


% identity 


92 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana 


Seq. No. 


164541 


Seq. ID 


LIB3177-077-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4538979 


BLAST score 


170 


E value 


6.0e-12 


Match length 


90 


% identity 


56 


NCBI Description 


(AL04 9487) putative protein [Arabidopsis thaliana] 


Seq. No. 


164542 


Seq. ID 


LIB3177-077-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


98 


E value 


2.0e-ll 


Match length 


69 


% identity 


57 



22032 



NCBI Description (AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164543 

LIB3177-078-P1-K1-A1 

BLASTX 

g2062164 

708 

5.0e-75 

150 

58 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164544 

LIB3177-078-P1-K1-A10 

BLASTX 

g2117612 

821 

3.0e-88 

149 
100 

catalase (EC 1.11.1.6) 



3 - Arabidopsis thaliana 



164545 

LIB3177-078-P1-K1-A12 

BLASTX 

g4160280 

402 

3.0e-39 

135 
54 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
164546 

LIB3177-078-P1-K1-A2 

BLASTX 

gl531762 

153 

4.0e-10 

45 

69 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



164547 

LIB3177-078-P1-K1-A3 

BLASTX 

gl621268 

475 

9.0e-48 

127 

68 

(Z81012) unknown [Ricinus communis] 
164548 

LIB3177-078-P1-K1-A4 
BLASTX 



22033 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
393 

4.0e-38 

76 

100 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

164549 

LIB3177-078-P1-K1-A5 

BLASTX 

g4522012 

115 

2.0e-05 

150 

43 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
164550 

LIB3177-078-P1-K1-A7 

BLASTX 

g4586047 

470 

3.0e-47 

110 

81 

(AC007020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945.1_AF085279_18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 

164551 

LIB3177-078-P1-K1-A8 

BLASTX 

gl32074 

728 

2.0e-77 

135 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164552 

LIB3177-078-P1-K1-A9 

BLASTX 

g4725950 

218 

1.0e-17 

126 

44 

(AL04 9730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb_CAB41722.1_ (AL04 9730) putative 
proline-rich protein [Arabidopsis thaliana] 



Seq. No. 



164553 



22034 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative protein transport protein SEC61 alpha 



LIB3177-078-P1-K1-B1 
BLASTX 
g3337356 
613 

7.0e-64 
136 
90 

(AC004481) 

subunit [Arabidopsis thaliana] 
164554 

LIB3177-078-P1-K1-B10 

BLASTX 

g3335340 

590 

3.0e-61 

138 
80 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsis 
thaliana] 

164555 

LIB3177-078-P1-K1-B12 

BLASTX 

g2335106 

142 

1.0e-08 

130 
6 

(AC002339) salt inducible protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164556 

LIB3177-078-P1-K1-B2 

BLASTX 

g3337356 

359 

4.0e-34 

84 

89 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

164557 

LIB3177-078-P1-K1-B3 

BLASTN 

g2828186 

73 

9.0e-33 

256 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 



22035 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164558 

LIB3177-078-P1-K1-B4 

BLASTX 

g!931647 

625 

2.0e-65 

138 

88 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

164559 

LIB3177-07 8-P1-K1-B5 

BLASTX 

gl550740 

611 

1.0e-63 

119 
99 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 
164560 

LIB3177-078-P1-K1-B6 

BLASTX 

g4530591 

690 

6.0e-73 

138 

100 

(AF132475) heme oxygenase 1 [Arabidopsis thaliana] 
>gi_4530593_gb_AAD22108.1_ (AF132476) heme oxygenase 1 
[Arabidopsis thaliana] 

164561 

LIB3177-078-P1-K1-B7 

BLASTX 

gll5767 

736 

2 .Oe-78 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_8 1603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA275 41_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164562 

LIB3177-078-P1-K1-B8 

BLASTN 

g2477521 

360 

0.0e+00 

452 

14 



22036 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164563 

LIB3177-078-P1-K1-B9 

BLASTX 

g2506496 

679 

1.0e-71 

130 
100 

GLUTATHIONE S -TRANSFERASE ERD11 (CLASS PHI) 
>gi_1890156_emb_CAA72413_ (Y11727) gluthatione 
S-transferase [Arabidopsis thaliana] 

164564 

LIB3177-078-P1-K1-C1 

BLASTN 

g3510336 

140 

3.0e-73 

144 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18J17, complete sequence [Arabidopsis thaliana] 

164565 

LIB3177-078-P1-K1-C10 

BLASTN 

g2264318 

130 

4.0e-67 

138 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164566 

LIB3177-078-P1-K1-C11 

BLASTX 

g4741952 

601 

1.0e-62 

117 
73 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
164567 

LIB3177-078-P1-K1-C2 

BLASTN 

g4468103 

239 

1.0e-132 

239 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



M3E9 



22037 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164568 

LIB317 7-078-P1-K1-C3 

BLASTX 

gl703108 

349 

4.0e-33 

68 
100 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi__2129528j?ir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi__1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



164569 

LIB3177-078-P1-K1-C4 

BLASTN 

g3659491 

416 

0. 0e+00 
458 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

164570 

LIB3177-07 8-P1-K1-C5 

BLASTX 

g4741940 

595 

9.0e-62 

110 

67 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
164571 

LIB3177-078-P1-K1-C6 

BLASTX 

g399013 

656 

6.0e-69 

149 

83 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X6554 9) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

164572 

LIB3177-078-P1-K1-C7 

BLASTN 

gl66833 

43 



22038 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-15 

82 
100 

Arabidopisis thaliana ribulose bisphosphate 
carboxylase/oxygenase activase (rca) gene, complete cds 

164573 

LIB3177-078-P1-K1-C8 

BLASTX 

g3420055 

644 

1.0e-67 

124 
100 

(AC004 680) cyclophilin [Arabidopsis thaliana] 
164574 

LIB3177-078-P1-K1-C9 

BLASTX 

g4689366 

381 

1.0e-36 

139 

55 

(AF134155) RING finger protein [Arabidopsis thaliana] 
164575 

LIB3177-078-P1-K1-D1 

BLASTX 

g4006858 

232 

2.0e-19 

62 

63 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 

164576 

LIB3177-078-P1-K1-D10 

BLASTX 

g2738248 

586 

7.0e-61 

124 

96 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

164577 

LIB3177-078-P1-K1-D11 

BLASTX 

g3660471 

440 

1.0e-43 

121 
69 

(AJ001809) succinate dehydrogenase flavoprotein alpha 



22039 



# 



subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164578 

LIB3177-078-P1-K1-D12 

BLASTX 

gl32074 

587 

5.0e-61 

109 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164579 

LIB3177-078-P1-K1-D3 

BLASTN 

g4678340 

253 

1.0e-140 

368 
100 

Arabidopsis thaliana DNA chromosome 3, BAC clone T29H11 
(ESSA project) 

164580 

LIB3177-078-P1-K1-D5 

BLASTX 

gl769905 

546 

5.0e-56 

144 
74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

164581 

LIB3177-078-P1-K1-D6 

BLASTX 

g2281115 

691 

5.0e-73 

153 

90 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164582 

LIB3177-078-P1-K1-D7 

BLASTX 

g4741962 

479 

3.0e-48 

145 

54 

(AF134131) PsbS protein [Arabidopsis thaliana] 



22040 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



164583 

LIB3177-078-P1-K1-D8 

BLASTX 

g3688799 

666 

4.0e-70 
133 
99 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



164584 

LIB3177-078-P1-K1-D9 

BLASTN 

g3420042 

136 

2.0e-70 

420 
98 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164585 

LIB3177-078-P1-K1-E1 

BLASTX 

gl621539 

529 

4.0e-60 

126 

45 

(U28415) annexin-like protein [Arabidopsis thaliana] 
164586 

LIB3177-078-P1-K1-E10 

BLASTX 

g3402716 

218 

1.0e-17 

114 

47 

(AC004261) unknown protein [Arabidopsis thaliana] 
164587 

LIB3177-07 8-P1-K1-E11 

BLASTX 

g3288823 

639 

6.0e-67 

127 
100 

(AF063852) FUSS [Arabidopsis thaliana] 
164588 

LIB3177-078-P1-K1-E12 

BLASTN 

g3702730 
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II 





¥ U 


E value 


4.0e-43 


Match length 


97 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MAB16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164589 


Seq. ID 


LIB3177-078-P1-K1-E2 


Method 


BLASTX 


NLdI bl 


gz / 0 loo 4 


BLAST score 


683 


E value 


4.0e-72 


Match length 


128 


% identity 


100 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis thaliana] 


Seq. No. 


164590 


Seq. ID 


LIB3177-07 8-P1-K1-E4 


Method 


BLASTN 




go j_oz 4 o 


BLAST score 


85 


E value 


5.0e-40 


Match length 


92 


% identity 


99 


NCBI Description 


A. thaliana gene for porphobilinogen deaminase 


Seq. No. 


164591 


Seq. ID 


LIB3177-078-P1-K1-E6 


Method 


BLASTX 


JNUJ31 bl 


gioi4 6jy 


BLAST score 


726 


E value 


4 .Oe-77 


Match length 


150 


% identity 


93 


NCBI Description 


(X85181) alpha-glucan phosphorylase [Spinacia olera 


Seq. No. 


164592 


Seq. ID 


LIB3177-078-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g4733953 


dlhoi score 




E value 


0.0e+00 


Match length 


350 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F13011 genomi 




sequence, complete sequence 


Seq. No. 


164593 


Seq. ID 


LIB3177-078-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


72 


E value 


3.0e-32 


Match length 


154 


% identity 


94 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
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(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164594 

LIB3177-078-P1-K1-F1 

BLASTN 

gl279569 

86 

2.0e-40 

260 
90 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
164595 

LIB3177-078-P1-K1-F10 

BLASTX 

g416652 

415 

1.0e-40 

136 
59 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 
PCNT107) >gi_19793_emb_CAA39707_ (X56266) auxin-induced 
protein [Nicotiana tabacum] 

164596 

LIB3177-078-P1-K1-F11 

BLASTX 

g!071912 

649 

4.0e-68 

138 

94 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA5734 4_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 

164597 

LIB3177-07 8-P1-K1-F12 

BLASTX 

g464707 

637 

1.0e-66 

128 

97 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05 613_emb_CAA80684__ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
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II 



>gi_4538910_ernb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


164598 




oeq. ±U 


LIB3177-078 


-P1-K1-F2 


Method 


BLASTN 




NCBI GI 


g4454447 




BLAST score 


368 




E value 


0.0e+00 




Match length 


455 




% identity 


98 




NCBI Description 


Arabidopsis 


thaliana chromosome II BAC F5H14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


oeq. no. 


164599 




Seq. ID 


LIB3177-078 


-P1-K1-F4 


Method 


BLASTX 




NCBI GI 


g4835235 




BLAST score 


241 




E value 


2.0e-20 




Match length 


103 




% identity 


49 




NCBI Description 


(AL049862) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


164600 




Seq. ID 


LIB3177-078 


-P1-K1-F5 


Method 


BLASTX 




NCBI GI 


g!32110 




BLAST score 


657 




E value 


4.0e-69 




Match length 


122 




% identity 


98 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 



(RUBISCO SMALL SUBUNIT 3B) >gi_68 060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_161 95_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164601 

LIB3177-078-P1-K1-F6 

BLASTX 

g4490330 

773 

1.0e-82 

151 

91 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 164602 

Seq. ID LIB3177-078-P1-K1-F7 

Method BLASTX 

NCBI GI g4741962 

BLAST score 478 

E value 4.0e-48 

Match length 132 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AF134131) PsbS protein [Arabidopsis thaliana] 
164603 

LIB3177-078-P1-K1-F8 

BLASTX 

g3063697 

812 

3.0e-87 

151 

99 

(AL022537) putative myb-protein (partial) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



164604 

LIB3177-078-P1-K1-F9 

BLASTX 

g3776001 

638 

8. 0e-67 

128 

95 

(AJ0104 64) RNA helicase [Arabidopsis thaliana] 
164605 

LIB3177-078-P1-K1-G1 

BLASTX 

g2119846 

752 

3.0e-80 

143 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164606 

LIB3177-078-P1-K1-G11 

BLASTX 

g4587541 

700 

4.0e-74 

137 
99 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb_T222 81 come from 
this gene. [Arabidopsis thaliana] 

164607 

LIB3177-078-P1-K1-G12 

BLASTX 

gl362002 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278 

4 .Oe-25 

58 
95 

protein kinase 1 - Arabidopsis thaliana >gi_166817 (L05561) 
protein kinase [Arabidopsis thaliana] 

164608 

LIB3177-078-P1-K1-G2 

BLASTX 

g3128205 

687 

1.0e-72 

151 
89 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164609 

LIB3177-078-P1-K1-G3 

BLASTN 

g3201608 

218 

1.0e-119 

448 
100 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164610 

LIB3177-078-P1-K1-G4 

BLASTX 

g4455210 

348 

7.0e-33 

77 

86 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



164611 

LIB3177-078-P1-K1-G5 

BLASTN 

g3201608 

40 

3.0e-13 

76 

88 

Arabidopsis thali ana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164612 

LIB3177-078-P1-K1-G6 

BLASTN 

g3540210 

91 

8.0e-44 
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CI 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



155 
100 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164613 

LIB3177-078-P1-K1-G7 

BLASTX 

g282865 

666 

4.0e-70 

132 

72 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164614 
LIB317 
BLASTX 
g22447 
733 

5.0e-7 

150 

91 

(Z9733 
>gi_30 
[Arabi 



7-078-P1-K1-G8 
50 



5} adenosylhomocysteinase [Arabidopsis thaliana] 
88579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
dopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164615 

LIB317 7-07 8-P1-K1-G9 

BLASTX 

g2506443 

364 

4 .Oe-35 

75 
99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi__2 1 17 520_pir JQ12 8 5 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

164616 

LIB3177-078-P1-K1-H1 

BLASTX 

g2317729 

694 

2.0e-73 

130 
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% identity 


99 




NCBI Description 


(AF013627) 


reversibly glycosylated polypeptide-1 




[Arabidopsis thaliana] 


Seq. No. 


164617 




Seq. ID 


LIB3177-07* 


5-P1-K1-H10 


Method 


dLAo 1a 




NCBI GI 


rtO 1 Q1 1 *3G 

gz i y± 1 JO 




PT ACT 1 cPAr^ 

r5j_iR.o i score 






E value 


4 « ue— 




Match length 


o U 




% identity 


Q Ck 

yy 




NCBI Description 


( Ar UU /Z by ) 


A_lbUUzNU± . lo gene product [Arabidopsis 




LIld.1 lclIlcL J 




Seq. No. 


164618 




Seq. ID 


hlDO Li I — U / C 


) Ti 1 TV 1 Oil 

s-rl-Kl-Hl 1 


Method 


bLAb 1 A 






go461ol7 




BLAST score 


OAT 

Jul 




E value 


z . Ue-27 




Match length 


134 




% . identity 


40 




NCBI Description 


(AC0U4 13o ) 


unknown protein [Arabidopsis thaliana] 


Seq. No. 


164619 




Seq. ID 


LIB3177-07E 


J-P1-K1-H12 


Method 


Ti T 7\ O JTTV 

BLASTX 




NCBI GI 


g45824 68 




oiji-1.0 1 score 


570 




E value 


7 . Oe-59 




Match length 


118 




% identity 


98 




NCBI Description 


(ACUU / 071 ) 


putative 4 OS ribosomal protein; contains 




C-terminal 


domain [Arabidopsis thaliana] 


Seq. No. 


164620 




Seq. ID 


LIB3177-07E 


-P1-K1-H2 


Method 


BLASTX 




NCBI GI 


g4584541 




J-J J-i-0.0 1 oUUIC 


592 




E value 


2.0e-61 




Match length 


115 




% identity 


100 




NCBI Description 


(AL049608) 


3-hydroxyisobutyryl-coenzyme A hydrolase 




protein [Arabidopsis thaliana] 


Seq. No. 


164621 




Seq. ID 


LIB3177-078 


-P1-K1-H3 


Method 


BLASTX 




NCBI GI 


g3249086 




BLAST score 


217 




E value 


2 .Oe-17 




Match length 


148 




% identity 


66 





NCBI Description (AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006Q8 6 from Homo 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 
164622 

LIB3177-078-P1-K1-H4 

BLASTX 

g2062164 

528 

4.0e-54 

101 

99 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164623 

LIB3177-078-P1-K1-H5 

BLASTX 

g4262174 

774 

8.0e-83 

144 

99 

(AC005508) 9058 [Arabidopsis thaliana] 
164624 

LIB3177-078-P1-K1-H6 

BLASTX 

gll73218 

494 

6.0e-50 

109 
90 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

164625 

LIB3177-07 8-P1-K1-H8 

BLASTX 

g3261659 

119 

9.0e-10 

90 

42 

(Z81368) hypothetical protein Rv2419c [Mycobacterium 
tuberculosis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164626 

LIB3177-079-P1-K1-A1 

BLASTN 

g4581084 

278 

1.0e-155 

360 

100 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 
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Seq. No. 


164627 




Seq. ID 


LIB3177-079-P1-K1-A10 




Method 


BLASTX 






gz 1 0 / / 




BLAST score 


232 




E value 


3.0e-19 




Match length 


111 




% identity 


49 




NCBI Description 


(X97904) transcription factor [Vicia 


faba] 


Seq. No. 


164628 




Seq. ID 


LIB3177-07 9-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


gll70203 




BLAST score 


335 




E value 


2.0e-31 




Match length 


93 




% identity 


72 




NCBI Description 


GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR 


(GLUTR) 



(U03774) glutamyl -tRNA reductase [Arabidopsis thaliana] 



Seq. No. 


164629 




Seq. ID 


LIB3177-079 


-P1-K1-A12 


Method 


BLASTX 




NCBI GI 


g3776029 




BLAST score 


771 




E value 


2.0e-82 




Match length 


151 




% identity 


100 




NCBI Description 


(AJ010476) 


RNA helica 


Seq. No. 


164630 




Seq. ID 


LIB3177-079 


-P1-K1-A2 


Method 


BLASTN 




NCBI GI 


g857373 




BLAST score 


233 




E value 


1.0e-128 




Match length 


314 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana ] 



phospholipase C, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164631 

LIB3177-07 9-P1-K1-A4 

BLASTN 

g 4454004 

245 

1.0e-135 

285 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F24A6 



Seq. No. 164632 

Seq. ID LIB3177-079-P1-K1-A5 

Method BLASTX 

NCBI GI gl495269 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 

1.0e-37 

112 
71 

(X97829) product similar to ccr protein, Citrus paradisi; 
PIR: S52663 [Arabidopsis thaliana] 

>gi_1550735_emb_CAA66824_ (X98130) unknown [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164633 

LIB3177-07 9-P1-K1-A6 

BLASTX 

g232031 

332 

4.0e-31 

115 
54 

ELONGATION FACTOR 1 BETA f >gi_3228 51__pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No, 



164634 



Seq. ID 


LIB317 7-079-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl66695 


BLAST score 


43 


E value 


2 . Oe-15 


Match length 


51 


% identity 


96 


NCBI Description 


Arabidopsis thaliana recombination and DNA-damage 




resistance protein (DRT112) mRNA, complete cds 


Seq. No. 


164635 


Seq. ID 


LIB3177-079-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4262180 


BLAST score 


511 


E value 


4.0e-52 


Match length 


99 


% identity 


94 


NCBI Description 


(AC005508) 29621 [Arabidopsis thaliana] 


Seq. No. 


164636 


Seq. ID 


LIB3177-079-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3047117 


BLAST score 


440 


E value 


8.0e-44 


Match length 


117 


% identity 


74 


NCBI Description 


(AF058919) similar to ATP-dependent RNA helicases 




[Arabidopsis thaliana] 


Seq. No. 


164637 


Seq. ID 


LIB3177-079-P1-K1-B11 


Method 


BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4741960 
507 

2.0e-51 

116 
84 

(AF134130) 



Lhcb6 protein [Arabidopsis thaliana] 



164638 

LIB3177-079-P1-K1-B12 

BLASTX 

gl402908 

670 

1.0e-70 

129 
100 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 

[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 

164639 

LIB3177-079-P1-K1-B2 

BLASTX 

gl708577 

293 

1.0e-26 

68 

68 

TRYPSIN INHIBITOR 2 PRECURSOR (MTI-2) 

>gi_2129818_pir S65661 trypsin inhibitor 2 - white mustard 

>gi_1054853_emb_CAA58 994_ (X84208) trypsin inhibitor 2 
[Sinapis alba] >gi_27 9135 6_emb_CAA7 611 6_ (Y16190) trypsin 
inhibitor 2 [Sinapis alba] 

164640 

LIB3177-07 9-P1-K1-B3 

BLASTX 

g3261659 

166 

1.0e-ll 

66 
48 

(Z81368) hypothetical protein Rv2419c [Mycobacterium 
tuberculosis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164641 

LIB3177-079-P1-K1-B4 

BLASTN 

g3236479 

137 

5.0e-71 

365 
97 

Arabidopsis thaliana BAC F9H3, from chromosome IV near 1£ 
cM, complete sequence 



Seq. No. 



164642 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 7-07 9-P1-K1-B5 

BLASTX 

gll70089 

656 

5.0e-69 

129 
100 

GLUTATHIONE S-TRANS FERASE ERD13 (CLASS PHI) 

>gi_4 81822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

164643 

LIB3177-07 9-P1-K1-B6 

BLASTX 

g3176690 

736 

3.0e-78 

155 
99 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164644 

LIB3177-07 9-P1-K1-B7 

BLASTX 

gl402914 

463 

2.0e-46 

92 

100 

(X98318) peroxidase [Arabidopsis thaliana] 
164645 

LIB317 7-07 9-P1-K1-B8 

BLASTX 

g3702323 

410 

3.0e-40 

93 

85 

(AC005397) unknown protein [Arabidopsis thaliana] 
164646 

LIB3177-07 9-P1-K1-B9 

BLASTX 

g2281086 

182 

1.0e-13 

62 
52 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 



22053 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164647 

LIB3177-079-P1-K1-C1 

BLASTN 

g3367500 

108 

1.0e-53 

398 
100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

164648 

LIB3177-079-P1-K1-C10 

BLASTN 

g2980757 

286 

1.0e-160 

343 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

164649 

LIB3177-079-P1-K1-C11 

BLASTN 

g3738275 

384 

0.0e+00 

384 

100 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164650 

LIB3177-079-P1-K1-C12 

BLASTX 

g!32074 

602 

1.0e-62 

110 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi__68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

164651 

LIB3177-07 9-P1-K1-C2 

BLASTX 

g4115377 

449 

7 .0e-45 

109 
78 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 



164652 



22054 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-079-P1-K1-C3 

BLASTX 

g2407802 

359 

4.0e-34 

75 

97 

(Y12576) histone H2B [Arabidopsis thaliana] 
164653 

LIB3177-07 9-P1-K1-C4 

BLASTX 

g2160182 

188 

4.0e-14 

133 
38 

(AC000132) ESTs gb_ATTS1236, gb__T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



164654 

LIB317 7-07 9-P1-K1-C5 

BLASTX 

g2911042 

579 

6.0e-60 

120 

100 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



164655 

LIB3177-079-P1-K1-C6 

BLASTX 

g2244750 

421 

1.0e-41 

85 

95 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

164656 

LIB3177-079-P1-K1-C7 

BLASTX 

g2708751 

210 

8.0e-17 

78 
58 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
164657 

LIB3177-079-P1-K1-C8 

BLASTX 

g2832625 



22055 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



330 

7.0e-31 

70 
86 

(AL021711) putative protein [Arabidopsis thaliana] 
164658 

LIB3177-079-P1-K1-C9 

BLASTN 

g2342673 

245 

1.0e-135 

249 

100 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

164659 

LIB3177-07 9-P1-K1-D10 

BLASTN 

g2815404 

158 

9.0e-84 

222 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4 , complete sequence [Arabidopsis thaliana] 

164660 

LIB3177-07 9-P1-K1-D11 

BLASTX 

g282865 

508 

7.0e-52 

104 

68 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164661 

LIB3177-07 9-P1-K1-D12 

BLASTN 

g2351062 

182 

8.0e-98 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

164662 

LIB3177-079-P1-K1-D2 
BLASTX 



22056 





gl621268 




BLAST score 


149 




E value 


4.0e-10 




Match length 


35 




% identity 


80 




NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


164663 




Seq. ID 


LIBol / / -u / 9 


-P1-K1-D3 


Method 


BLASTX 






g2739371 




BLAST score 


571 




E value 


o . ue-o y 




Match length 


110 




% identity 


100 




NCBI Description 


(AC002505) 


unknown protein [Arabidopsis 


Seq. No. 


164664 




Seq. ID 


LIB3177-079 


-P1-K1-D4 


Method 


BLASTX 




NCBI GI 


gl32102 




BLAST score 


726 




E value 


4 ,0e-77 




Match length 


140 




% identity 


97 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT 2B) >gi_68 061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



164665 

LIB3 177-07 9-P1-K1-D5 

BLAST N 

g2673901 

255 

1.0e-141 

438 

99 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164666 

LIB3177-079-P1-K1-D6 

BLASTX 

g2244762 

478 

4.0e-48 

119 

75 

(Z97335) major latex protein [Arabidopsis thaliana] 
164667 

LIB3177-079-P1-K1-D7 

BLASTX 

g2642215 



22057 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

7.0e-14 

34 

100 

(AF030386) NOI protein [Arabidopsis thaliana] 
164668 

LIB3177-07 9-P1-K1-D8 

BLASTX 

g4678322 

530 

2.0e-54 

121 
87 

(AL04 9658) putative protein [Arabidopsis thaliana] 
164669 

LIB3177-079-P1-K1-D9 

BLASTX 

g2880049 

265 

4 .Oe-23 

102 
55 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
164670 

LIB3177-07 9-P1-K1-E1 

BLASTX 

gl619300 

385 

3.0e-37 

81 
86 

(X952 69) LRR protein [Lycopersicon esculentum] 
164671 

LIB3177-079-P1-K1-E10 

BLASTX 

g2842490 

447 

2.0e-44 

120 
73 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
164672 

LIB317 7-07 9-P1-K1-E11 

BLASTX 

g4503523 

172 

3.0e-27 

154 

47 

UNKNOWN >gi_2351378 (U54558) translation initiation factor 
eIF3 p66 subunit [Homo sapiens] >gi_4200328_emb_CAA184 40_ 
(AL022313) EIF3-P66 [Homo sapiens] 



22058 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164673 

LIB3177-07 9-P1-K1-E12 

BLASTX 

g2191138 

597 

5.0e-62 

119 

99 

(AF007269) A_IG002N01 . 18 gene product 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164674 

LIB3 177-07 9-P1-K1-E2 

BLASTN 

g2244991 

309 

1.0e-173 

414 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164675 

LIB3177-079-P1-K1-E3 

BLASTX 

g4507131 

329 

1.0e-30 

74 
78 

small nuclear ribonucleoprotein polypeptide F 

>gi_1085384__pir S55053 Sm protein F - human 

>gi_806564_emb_CAA59688_ (X85372) Sm protein F 
sapiens] 



[Homo 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164676 

LIB3177-079-P1-K1-E4 

BLASTN 

g3033373 

120 

8.0e-61 

132 

82 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



164677 

LIB3177-07 9-P1-K1-E5 

BLASTN 

g3883123 

181 

2.0e-97 

224 
97 

Arabidopsis thaliana arabinogalactan-protein 
complete cds 



(AGP3) mRNA, 



22059 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164678 

LIB3177-079-P1-K1-E6 

BLASTX 

g4678328 

387 

2.0e-37 

128 

57 

(AL04 9658) aldehyde dehydrogenase (NAD+) -like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



164679 

LIB3177-079-P1-K1-E7 

BLASTN 

g2275194 

73 

7.0e-33 

130 

99 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164680 

LIB3177-07 9-P1-K1-E8 

BLASTN 

gl6249 

97 

2.0e-47 

104 

98 

A. thaliana mRNA for Cu, Zn superoxide dismutase 
164681 

LIB3177-079-P1-K1-F1 

BLASTN 

g3869065 

273 

1.0e-152 

331 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

164682 

LIB3177-07 9-P1-K1-F10 

BLASTX 

g4587681 

484 

8.0e-49 

94 
100 

(AC007197) hypothetical protein [Arabidopsis thaliana] 
164683 

LIB3177-07 9-P1-K1-F11 
BLASTN 



22060 



CI 



NCBI GI 


g2828186 


BLAb 1 score 


O "3 1 


E value 


1.0e-127 


Match length 


442 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K18I23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164684 


Seq. ID 


LIB3177-07 9-P1-K1-F12 


Method 


BLASTX 




g4 ojjZZO 


BLAST score 


171 


E value 


3.0e-12 


Match length 


54 


% identity 


59 


NCBI Description 


(AL04 98 62) putative protein [Arabidopsis thaliana] 


Seq. No. 


164685 


Seq. ID 


LIB3177-07 9-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4218123 


BLAST score 


423 


E value 


1.0e-41 


Match length 


136 


% identity 


65 


NCBI Description 


(AL035353) photosystem I subunit PSI-E-like protein 




[Arabidopsis thaliana] 


Seq. No. 


164686 


Seq. ID 


LIB3177-079-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


670 


E value 


1.0e-70 


Match length 


124 


% identity 


100 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 54 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164687 

LIB3177-07 9-P1-K1-F5 

BLASTX 

gl399275 

490 

2.0e-49 

108 

85 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi_2623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



22061 



Seq. No. 


164688 


Seq. ID 


LIB3177-07 9-P1-K1-F7 


Method 


BLASTN 




yiOO ID 


BLAST score 


75 


E value 


9.0e-35 


Match length 


83 


% identity 


98 


NCBI Description 


A.thaliana gene (LHCP AB 140) for chlorophyll a/b bindii 




protein 


Seq. No. 


164689 


Seq. ID 


LIB3177-079-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2492514 


£5j_j/i.o i score 


^ A 0 
0 H Z 


E value 


1.0e-55 


Match length 


125 


% identity 


86 


NCBI Description 


CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 




>gi_14 83215_emb_CAA68141_ (X99808) chloroplast FtsH 




protease [Arabidopsis thaliana] 


Seq. No. 


164690 


Seq. ID 


LIB3177-079-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


576 


E value 


1.0e-59 


Match length 


141 


% identity 


75 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


164691 


Seq. ID 


LIB3177-07 9-P1-K1-G10 


Method 


BLASTN 




„ a cn on r\ti 

g4 d / o / ud 


BLAST score 


55 


E value 


4.0e-22 


Match length 


225 


% identity 


82 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 




(ESSA project) 


Seq. No. 


164692 


Seq. ID 


LIB3177-079-P1-K1-G2 




*D T 7\ O rpv 

bLAo I A 


NCBI GI 


g2244868 


BLAST score 


706 


E value 


/ . ue- / d 


Match length 


135 


% identity 


100 


NCBI Description 


(Z97337) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


164693 


Seq. ID 


LIB3177-07 9-P1-K1-G3 




22062 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464621 

197 

9.0e-16 

46 
87 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374__pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 917 5_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164694 

LIB3177-079-P1-K1-G4 

BLASTX 

gll5767 

775 

7.0e-83 

147 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein ab!65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164695 

LIB3177-079-P1-K1-G5 

BLASTX 

gl575754 

480 

3.0e-48 

129 

78 

(U70616) ADP glucose pyrophosphorylase small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164696 

LIB3177-07 9-P1-K1-G7 

BLASTN 

g4468801 

246 

1.0e-136 

363 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6G17 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164697 

LIB3177-079-P1-K1-G8 

BLASTX 

gl32074 

678 

1.0e-71 

125 
99 



22063 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

{RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


164698 


Seq. ID 


LIB3177-079-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4757409 


BLAST score 


77 


E value 


4.0e-35 


Match length 


432 


% identity 


67 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MVC8 . roniDlptp secniencp 


Seq. No. 


164699 


Seq. ID 


LIB3177-07 9-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3478700 


BLAST score 


508 


E value 


9.0e-52 


Match length 


113 


% identity 


88 


NCBI Description 


(AF034387) AFT protein [Arabidopsis thaliana] 


Seq. No. 


164700 


Seq. ID 


LIB3177-07 9-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4263791 


BLAST score 


333 


E value 


4.0e-31 


Match length 


61 


% identity 


100 


NCBI Description 


(AC006068) putative receptor protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


164701 


Seq. ID 


LIB3177-07 9-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl!72977 


BLAST score 


400 


E value 


2.0e-39 


Match length 


87 


% identity 


95 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasm! 




ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


164702 


Seq. ID 


LIB3177-079-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2894596 


BLAST score 


291 


E value 


2.0e-38 


Match length 


118 


% identity 


67 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 



22064 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



164703 

LIB3177-079-P1-K1-H3 

BLASTX 

g2828267 

521 

4.0e-53 

127 

83 

(Y14044) geranylgeranyl reductase 
164704 

LIB3177-07 9-P1-K1-H4 

BLASTN 

g2252848 

151 

2.0e-79 

302 
97 

Arabidopsis thaliana BAC TM018A10 



164705 

LIB3177-079-P1-K1-H5 

BLASTN 

g2264310 

191 

1.0e-103 

392 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 

164706 

LIB3177-07 9-P1-K1-H6 

BLASTX 

g3913418 

633 

2.0e-66 

121 
99 

S -ADENOS YLMETH IONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_15317 63_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 

164707 

LIB3177-079-P1-K1-H7 

BLASTX 

g3184098 

416 

8.0e-41 

141 

59 

(AL023777) coenzyme a synthetase [ Schizosaccharomyces 
pombe ] 

164708 

LIB3177-07 9-P1-K1-H8 
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Method 


BLASTN 


NCBI GI 


g4467094 


oijHo i score 




E value 


1.0e-175 


Match length 


320 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 




(ESSA project) 


Seq. No. 


164709 


Seq. ID 


LIB3177-080-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4519191 


JDJuriO 1 bCUJ_e 




E value 


2.0e-61 


Match length 


141 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K9P8, complete sequence 


Seq. No. 


164710 


Seq. ID 


LIB3177-080-P1-K1-A10 


Method 


BLASTX 






BLAST score 


521 


E value 


3.0e-53 


Match length 


124 


% identity 


86 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana] 


Seq. No. 


164711 


Seq. ID 


LIB3177-080-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3985934 


DJ_irlO i score 


I 1 c 

II J 


E value 


7.0e-58 


Match length 


309 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MJE7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164712 


Seq. ID 


LIB317 7-080-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4539419 


BLAST score 


o o o 
ZOO 


E value 


1.0e-27 


Match length 


77 


% identity 


82 


NCBI Description 


(AL04 9171) putative ribosomal protein [Arabidopsis 




thaliana] 


Seq. No. 


164713 


Seq. ID 


LIB3177-080-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4678349 


BLAST score 


312 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-29 

91 
30 

(AL04 9659) putative protein [Arabidopsis thaliana] 
164714 

LIB3177-080-P1-K1-A6 

BLASTN 

g3985952 

274 

1.0e-153 

290 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164715 

LIB3177-080-P1-K1-A8 

BLASTN 

g4741959 

56 

2.0e-23 

56 

100 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164716 

LIB3177-080-P1-K1-A9 

BLASTN 

g4581161 

89 

7.0e-43 

121 
93 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

164717 

LIB3177-080-P1-K1-B1 

BLASTX 

gll72872 

414 

4.0e-41 

76 

100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1 85 6_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA0237 3_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

164718 

LIB3177-080-P1-K1-B10 

BLASTN 

g2244788 



22067 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

1.0e-20 

59 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

164719 

LIB3177-080-P1-K1-B11 

BLASTN 

g4510323 

135 

4.0e-70 

201 
54 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164720 

LIB3177-080-P1-K1-B12 

BLASTN 

g2656028 

213 

1.0e-116 

243 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164721 

LIB3177-080-P1-K1-B3 

BLASTX 

g4835233 

344 

1.0e-32 

70 
99 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

164722 

LIB3177-080-P1-K1-B4 

BLASTN 

g3252804 

82 

6.0e-39 

82 
100 

Arabidopsis thaliana chromosome II BAC F26C24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164723 

LIB317 7-080-P1-K1-B5 

BLASTX 

gl732570 

148 

5.0e-10 
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Match length 


28 


% identity 


100 


NCBI Description 


(U72153) beta-glucos 


Seq. No. 


164724 


Seq. ID 


LIB3177-080-P1-K1-B6 


Method 


BLASTN 




yj- / O ;? _7 U f± 


BLAST score 


87 


E value 


1.0e-41 


Match length 


139 


% identity 


91 


NCBI Description 


A.thaliana psbP gene 


Seq. No. 


164725 


Seq. ID 


LIB3177-080-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3355463 


BLAST score 


124 


E value 


1.0e-63 


Match length 


164 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence.. [Arabidopsis thaliana] 



164726 

LIB3177-080-P1-K1-B9 

BLASTX 

g4204285 

282 

9.0e-26 

63 

81 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



164727 

LIB3177-080-P1-K1-C12 

BLASTX 

gl!69201 

286 

7.0e-26 

87 
72 

DNA-DAMAGE-REPAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830__pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

164728 

LIB3177-08 0-P1-K1-C2 

BLASTN 

g4691223 

133 

6.0e-69 

197 
99 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
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II 



(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



164729 

LIB3177-080-P1-K1-C3 

BLASTN 

g4691223 

131 

6.0e-68 

135 
99 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

164730 

LIB3177-080-P1-K1-C4 

BLASTX 

g730645 

229 

1.0e-19 

52 
90 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164731 

LIB3177-080-P1-K1-C5 

BLASTX 

g2738248 

491 

6.0e-50 

92 
99 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164732 

LIB3177-080-P1-K1-C6 

BLASTN 

g2264316 

52 

2.0e-20 

304 
40 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164733 

LIB317 7-0 8 0-P1-K1-C7 

BLASTN 

g2618601 

148 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-78 

160 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 

164734 

LIB3177-080-P1-K1-C8 

BLASTX 

g3023857 

238 

1.0e-20 

49 
53 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_629591_pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ (Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 

164735 

LIB3177-080-P1-K1-C9 

BLASTX 

g2570338 

432 

7.0e-43 

87 
100 

(U90927) glyoxalase II isozyme [Arabidopsis thaliana] 
164736 

LIB3177-080-P1-K1-D1 

BLASTX 

g4454036 

427 

2.0e-42 

79 
99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164737 

LIB3177-080-P1-K1-D10 

BLASTX 

g99759 

415 

4.0e-41 

82 
95 

superoxide dismutase (EC 
thaliana (fragment) 



1.15.1.1) (Fe) - Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



164738 

LIB317 7-08 0-P1-K1-D11 

BLASTX 

g3157924 

190 

2.0e-14 
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Match length 

% identity 

NCBI Description 



58 
71 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb__Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164739 

LIB3177-080-P1-K1-D12 

BLASTX 

g4406814 

429 

2.0e-42 



98 

(AC006201) 
thaliana] 



putative peptidyl -prolyl isornerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164740 

LIB3177-080-P1-K1-D2 

BLASTX 

gl363489 

289 

1.0e-26 

54 
100 

thioglucosidase (EC 
thaliana >gi 984052 



3.2.3.1) 3D precursor - Arabidopsis 
emb_CAA61592 (X89413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 


164741 


Seq. ID 


LIB3177- 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


270 


E value 


2.0e-24 


Match length 


56 


% identity 


93 


NCBI Description 


(AF13412 


Seq. No. 


164742 


Seq. ID 


LIB3177- 


Method 


BLASTX 


NCBI GI 


g2129630 


BLAST score 


654 


E value 


9.0e-69 


Match length 


118 


% identity 


99 


NCBI Description 


lamin - j 




(X97023) 




unknown 


Seq. No. 


164743 


Seq. ID 


LIB3177- 


Method 


BLASTX 



-P1-K1-D3 



Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 



22072 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2262164 
201 

3.0e-16 

64 

66 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 

164744 

LIB3177-080-P1-K1-D8 

BLASTX 

g4725950 

237 

5.0e-20 

92 

58 

(AL04 9730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb__CAB41722.1_ (AL049730) putative 
proline-rich protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164745 

LIB3177-08 0-P1-K1-D9 

BLASTN 

g4335711 

178 

1.0e-95 

202 
98 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164746 

LIB3177-08 0-P1-K1-E1 

BLASTX 

gll5767 

630 

6.0e-66 

123 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164747 

LIB3177-080-P1-K1-E10 

BLASTX 

g3193323 

584 

1.0e-60 

116 
99 

(AF069299) similar to ribosomal protein S13 (Pfam; SIS.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 



22073 



protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164748 

LIB3177-080-P1-K1-E11 

BLASTX 

gll69201 

328 

1.0e-30 

95 
76 

DNA- DAMAGE- RE PAI R/TOLERAT ION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi 166696 (M98456) DRT112 [Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164749 

LIB3177-080-P1-K1-E12 

BLASTX 

gl33872 

235 

1.0e-19 

71 
62 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 
>gi 282838 pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060__emb_CAA4 6927_ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 



Seq. No. 


164750 


Seq. ID 


LIB317 7-080-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


47 


E value 


3.0e-27 


Match length 


80 


% identity 


81 


NCBI Description 


(U72153) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


164751 


Seq. ID 


LIB3177-080-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3985931 


BLAST score 


132 


E value 


3.0e-68 


Match length 


234 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K21H1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164752 


Seq. ID 


LIB317 7-080-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3193311 


BLAST score 


38 



22074 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-12 

58 
91 

Arabidopsis thaliana BAC F6N15 
164753 

LIB3177-080-P1-K1-E5 

BLASTN 

g4589410 

25 

4.0e-05 

59 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164754 

LIB3177-080-P1-K1-E6 

BLASTN 

g58298 

138 

5.0e-72 

166 
96 

Synthetic DNA for A. thaliana atslA leader spliced to 
B . thuringiensis CrylA(c) 

164755 

LIB3177-080-P1-K1-E7 

BLASTN 

g4585918 

48 

2.0e-18 

120 
85 

Arabidopsis thaliana chromosome II BAC F1013 genomic 
sequence, complete sequence 

164756 

LIB317 7-080-P1-K1-E9 

BLASTN 

g4309683 

84 

7.0e-40 

92 
98 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164757 

LIB3177-080-P1-K1-F1 

BLASTX 

g4704613 

305 

4.0e-28 

72 
86 
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# 



NCBI Description (AF109695) monodehydroascorbate reductase [Brassica juncea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164758 

LIB3177-080-P1-K1-F10 

BLASTX 

g4220485 

255 

5.0e-22 

49 

98 

(AC006069) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164759 

LIB3177-080-P1-K1-F11 

BLASTN 

g4678291 

212 

1.0e-116 

358 
98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



164760 

LIB3177-080-P1-K1-F3 

BLASTX 

gl32110 

394 

2.0e-38 

78 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060__pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195__emb__CAA32 702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



164761 

LIB317 7-08 0-P1-K1-F5 

BLASTN 

g3449329 

190 

1.0e-102 

397 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 

164762 

LIB3177-080-P1-K1-F6 

BLASTN 

g2970638 

35 

2.0e-10 
71 



PI clone: 



22076 



o 



% identity 87 

NCBI Description Brassica napus unknown gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



164763 

LIB3177-080-P1-K1-G1 

BLASTX 

gl871577 

188 

2.0e-14 

52 
65 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
164764 

LIB3177-080-P1-K1-G10 

BLASTX 

g421826 

240 

8.0e-21 

71 
65 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

164765 

LIB3177-080-P1-K1-G11 

BLASTX 

g282865 

812 

3.0e-87 

150 
78 

chlorophyll a/b-binding protein 
>gi_16207_emb_CAA39534_ (X56062 

protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

164766 

LIB317 7-080-P1-K1-G12 
BLASTX 
g4539009 
643 

2.0e-67 
140 
82 

(AL04 9481) putative protein [Arabidopsis thaliana] 
164767 

LIB3177-080-P1-K1-G2 
BLASTX 
g3600055 
330 

6.0e-31 

103 



Arabidopsis thaliana 
chlorophyll A/B-binding 



22077 



o 



% identity 

NCBI Description 



.Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AF080120) contains similarity to Pisum sativum disease 
resistance response protein 206-d (GB:U11716) [Arabidopsis 
thaliana] 

164768 

LIB3177-080-P1-K1-G3 

BLASTX 

gl32110 

423 

5.0e-46 

98 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_680 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164769 

LIB3177-080-P1-K1-G4 
BLASTN . J 

g2264317 
110 

2.0e-55 

118 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



164770 

LIB3177-08 0-P1-K1-G6 

BLASTN 

g21142 

39 

5.0e-13 

55 
93 

Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 

164771 

LIB3177-080-P1-K1-G7 

BLASTN 

g2264317 

246 

1.0e-136 

246 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

164772 

LIB3177-080-P1-K1-G8 

BLASTN 

g3402671 



22078 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

1.0e-19 

54 
60 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164773 

LIB3177-080-P1-K1-H1 

BLASTX 

g2118220 

164 

1.0e-ll 

47 

72 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi__3096941_emb_CAA18851. 1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311__emb_CAB38812. 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb__AAD26493.1__AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



Seq. No. 


164774 


Seq. ID 


LIB317 7-080-P1-K1-H10 


Method 


BLAST N 


NCBI GI 


g4220635 


BLAST score 


437 


E value 


0. 0e+00 


Match length 


461 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MDB19, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164775 


Seq. ID 


LIB3177-080-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3882273 


BLAST score 


155 


E value 


2.0e-10 


Match length 


97 


% identity 


30 


NCBI Description 


(AB018319) KIAA0776 protein [Homo sapiens] 


Seq. No. 


164776 


Seq. ID 


LIB3177-080-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2914700 


BLAST score 


556 


E value 


3.0e-57 


Match length 


151 


% identity 


77 


NCBI Description 


(AC003974) tRNA-processing protein SEN3-like [Arab 



PI clone: 



22079 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164777 

LIB3177-080 

BLASTX 

g2398679 

408 

6.0e-40 

84 

90 

(Y14797) 
synthase 



-P1-K1-H2 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



164778 

LIB3177-080-P1-K1-H3 

BLASTX 

g!171770 

106 

6.0e-23 

61 

97 

NITRILASE 3 >gi_508735 (U09959) nitrilase [Arabidopsis 
thaliana] 

164779 

LIB3177-080-P1-K1-H4 

BLASTX 

g3953458 

532 

2.0e-54 

132 

83 

(AC002328) F20N2.3 [Arabidopsis thaliana] 
164780 

LIB3177-080-P1-K1-H5 

BLASTN 

g4490734 

416 

0. 0e+00 
416 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

164781 

LIB317 7-080-P1-K1-H6 

BLASTX 

gll70191 

516 

1.0e-52 

116 

91 

HOMEOBOX PROTEIN HD1 >gi_107 64 4 9_pir S47535 

homeodomain-containing protein - rape 

>gi_4 5394 9_emb_CAA82314__ (Z2 9073) homeodomain-containing 
protein [Brassica napus] >gi 1090522 prf 2019252A homeobox 



22080 





protein [Brassica napus] 


Seq. No. 


164782 


Seq. ID 


LIB3177-080-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


656 


E value 


5.0e-69 


Match length 


127 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164783 

LIB3177-080-P1-K1-H8 

BLASTN 

gl877523 

54 

1.0e-21 

234 
92 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164784 

LIB3177-08 0-P1-K1-H9 

BLASTX 

g541858 

441 

5.0e-44 

86 
97 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi__469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164785 

LIB3177-081-P1-K1-A1 

BLASTX 

g4741960 

365 

4.0e-35 

90 
80 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



164786 

LIB3177-081-P1-K1-A10 

BLASTX 

gl31187 

304 



22081 



E value 
Match length 
% identity 
NCBI Description 



3.0e-28 

60 
87 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523_ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_226166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 


164787 


Seq. ID 


LIB3177-081-P1-K1-A11 


Method 


BLASTX 


NCBI bl 


g4o J14 J4 


BLAST score 


503 


E value 


4.0e-51 


Match length 


132 


% identity 


77 


NCBI Description 


(AC006224) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164788 


Seq. ID 


LIB3177-081-P1-K1-A12 


Method 


BLAST N 


NCBI GI 


g4309683 


BLAST score 


163 


E value 


9.0e-87 


Match length 


234 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


164789 


Seq. ID 


LIB3177-081-P1-K1-A2 


Method 


BLASTX 


NCBI bl 


g4 / 4 lyoz 


BLAST score 


198 


E value 


7.0e-16 


Match length 


53 


% identity 


74 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis thaliana] 


Seq. No. 


164790 


Seq. ID 


LIB3177-081-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4741953 


BLAST score 


42 


E value 


4.0e-15 


Match length 


58 


% identity 


93 


NCBI Description 


Arabidopsis thaliana Lhcb4.2 protein (Lhcb4.2) mRNA, 




complete cds 


Seq. No. 


164791 


Seq. ID 


LIB3177-081-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2911078 



22082 



II 



BLAST score 


590 


E value 


2.0e-61 


Match length 


117 


% identity 


99 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


164792 


Seq. ID 


LIB3177-081-P1-K1-A6 


Method 


BLASTX 


Nbbl bl 


gzoUlo LZ 


BLAST score 


500 


E value 


8.0e-51 


Match length 


117 


% identity 


84 


NCBI Description 


(U91509) glycolate oxidase [Arabidopsis thaliana] 


Seq. No. 


164793 


Seq. ID 


LIB3177-081-P1-K1-A9 


Method 


BLASTX 


NbBl bl 


-,ooi ocnc 

gzzlooyo 


BLAST score 


493 


E value 


5.0e-50 


Match length 


107 


% identity 


90 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] 


Seq. No. 


164794 


Seq. ID 


LIB3177-081-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g3985958 


dLAoI score 


o rs n 

z u y 


E value 


1.0e-114 


Match length 


456 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MZN1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164795 


Seq. ID 


LIB3177-081-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


342 


E value 


2.0e-32 


Match length 


73 


% identity 


88 



NCBI Description 



chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207__emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



164796 

LIB3177-081-P1-K1-B12 

BLASTX 

g4827050 

181 



22083 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-14 

58 
60 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi_1729927_sp_P54 57 8_TGT_HUMAN QUEUINE 
T RNA-RI BOS YLTRANSFE RASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

164797 

LIB3177-081-P1-K1-B2 

BLASTX 

g3548810 

169 

3.0e-12 

78 
42 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

164798 

LIB3177-081-P1-K1-B3 

BLASTX 

g2246621 

218 

8.0e-18 

57 

82 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

164799 

LIB3177-081-P1-K1-B4 

BLASTX 

g2119846 

700 

4.0e-74 

136 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

164800 

LIB3177-081-P1-K1-B5 

BLASTN 

g3386593 

40 

2.0e-13 

120 
83 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22084 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164801 

LIB3177-081-P1-K1-B6 

BLASTX 

g2559012 

126 

5.0e-18 

75 

65 

(AF02 6293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164802 

LIB3177-081-P1-K1-B7 

BLASTN 

g4220640 

53 

1.0e-21 

73 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164803 

LIB3177-081-P1-K1-B9 

BLASTN 

g4585952 

163 

1.0e-86 

336 

99 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164804 

LIB3177-081-P1-K1-C1 

BLASTX 

gl706772 

449 

5.0e-47 

99 

95 

FARNESYL- DIPHOSPHATE FARNESYL TRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNES Y LT RAN SFE RASE ) 

>gi_1076324_pir S54251 f arnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_7 98820_emb_CAA60385_ (X86692) f arnesyl-diphosphate 
farnesyltransf erase [Arabidopsis thaliana] 
>gi__806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_30 96933_emb_CAA18 84 3. 1_ (AL023094) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 



22085 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164805 

LIB3177-081-P1-K1-C11 

BLASTX 

gll69278 

340 

3.0e-32 

81 

95 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04 5 69_ (D17715) ERD14 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164806 

LIB3 177-08 1-P1-K1-C12 

BLASTX 

g2911085 

345 

7.0e-33 

90 

83 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 


164807 




Seq. ID 


LIB3177-0S 


1-P1-K1-C2 


Method 


BLASTX 




NCBI GI 


g4539329 




BLAST score 


322 




E value 


2.0e-30 




Match length 


63 




% identity 


100 




NCBI Description 


(AL035679) 


ES43 like protein [Arabidopsis thaliana] 


Seq. No. 


164808 




Seq. ID 


LIB3177-08 


1-P1-K1-C3 


Method 


BLASTX 




NCBI GI 


g3983125 




BLAST score 


235 




E value 


3.0e-20 




Match length 


58 




% identity 


83 




NCBI Description 


(AF097648) 


phosphate/ triose-phosphate translocator 




precursor 


[Arabidopsis thaliana] 


Seq. No. 


164809 




Seq. ID 


LIB3177-08 


1-P1-K1-C5 


Method 


BLASTX 




NCBI GI 


g3413700 




BLAST score 


350 




E value 


2.0e-33 




Match length 


89 




% identity 


82 




NCBI Description 


(AC004747) 


putative YME1 protein [Arabidopsis thali 


Seq. No. 


164810 




Seq. ID 


LIB3177-08 


1-P1-K1-C6 



22086 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4567259 

40 

1.0e-13 

56 
93 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164811 

LIB3177-081-P1-K1-C8 

BLASTX 

gll5470 

363 

1.0e-34 

150 
53 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_32 0554__pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164812 

LIB3177-081-P1-K1-C9 

BLASTN 

g2245031 

442 

0.0e+00 

446 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


164813 




Seq. ID 


LIB3177-081-P1-K1-D1 




Method 


BLASTX 




NCBI GI 


g4469003 




BLAST score 


590 




E value 


3.0e-61 




Match length 


133 




% identity 


84 




NCBI Description 


(AL035602) putative protein 


[Arabidopsis thaliana 


Seq. No. 


164814 




Seq. ID 


LIB3177-081-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g2282584 




BLAST score 


428 




E value 


2.0e-42 




Match length 


115 




% identity 


75 




NCBI Description 


(U76259) elongation factor 1 


-alpha [Zea mays] 


Seq. No. 


164815 




Seq. ID 


LIB317 7-081-P1-K1-D12 




Method 


BLASTX 





22087 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g282865 
607 

3.0e-63 

123 

69 

-chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_en±>_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304__emb_CAB41095. 1__ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164816 

LIB3177-081-P1-K1-D2 

BLASTX 

g3184100 

179 

4.0e-13 

52 
60 

(AL023777) rna binding protein [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164817 

LIB3177-081-P1-K1-D3 

BLASTX 

g4406807 

477 

4.0e-48 

107 
89 

(AC006201) putative 
thaliana] 



elongation factor beta-1 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164818 

LIB3177-081-P1-K1-D5 

BLASTN 

g4454447 

76 

2.0e-35 

88 
97 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164819 

LIB3177-081-P1-K1-D6 

BLASTX 

gll5767 

734 

4.0e-78 

141 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_8 1603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi__16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 



22088 



>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3177-081-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4544456 


BLAST score 


117 


E value 


1.0e-25 


Match length 


69 


% identity 


84 


NCBI Description 


(AC006592) putative cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


1d4 oZX 


Seq. ID 


LIB3177-081-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4406775 


BLAST score 


297 


E value 


6.0e-27 


Match length 


121 


% identity 


45 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


164822 


Seq. ID 


LIB3177-081-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4538963 


BLAST score 


476 


E value 


5.0e-48 


Match length 


110 


% identity 


83 


NCBI Description 


(AL049488) chlorophyll a/b-binding protein-like 




[Arabidopsis thaliana] >gi_474 195 8_gb__AAD2877 6 . 1_AF134 129__ 




(AF134129) Lhcb5 protein [Arabidopsis thaliana] 


Seq. No. 


164823 


Seq. ID 


LIB3177-081-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


719 


E value 


3 . Oe-7 6 


Match length 


141 


% identity 


73 


NCBI Description 


chlorophyll a/b-binding protein - Arabidopsis thaliana 




>gi_16207_emb_CAA39534__ (X56062) chlorophyll A/B-binding 




protein [Arabidopsis thaliana] >gi_166644 (M85150) 




chlorophyll a/b-binding protein [Arabidopsis thaliana] 




>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 




a/b-binding protein [Arabidopsis thaliana] 


Seq. No. 


164824 


Seq. ID 


LIB3177-081-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2497733 


BLAST score 


230 


E value 


2.0e-19 


Match length 


60 
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€1 



% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

NONSPECIFIC LIPID- TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

164825 

LIB3177-081-P1-K1-E2 

BLASTN 

g2618601 

111 

5.0e-56 

115 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164826 

LIB3177-081-P1-K1-E6 

BLASTN 

g3299824 

115 

2.0e-58 

143 
95 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

164827 

LIB3177-081-P1-K1-E9 

BLASTN 

g4544435 

103 

2.0e-51 

103 
100 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

164828 

LIB3177-081-P1-K1-F1 

BLASTX 

g4538897 

164 

6.0e-12 

59 
49 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 
164829 

LIB3177-081-P1-K1-F10 

BLASTX 

gll5783 

439 

2.0e-43 

95 

96 
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NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376__emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 



164830 



Seq. ID 


LIB3177-081-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3688798 


BLAST score 


222 


E value 


1.0e-122 


Match length 


222 


% identity 


100 


NCBI Description 


Arabidopsis thaliana < 




(TIP2) mRNA, complete 


Seq. No. 


164831 


Seq. ID 


LIB3177-081-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2199574 


BLAST score 


288 


E value 


3.0e-26 


Match length 


53 


% identity 


100 


NCBI Description 


(AF004293) aquaporm 


Seq. No. 


164832 


Seq. ID 


LIB3177-081-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4558521 


BLAST score 


92 


E value 


2.0e-44 


Match length 


238 


% identity 


96 


NCBI Description 


Genomic sequence for 




complete sequence 


Seq. No. 


164833 


Seq. ID 


LIB3177-081-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl6367 


BLAST score 


37 


E value 


3.0e-12 


Match length 


57 


% identity 


91 


NCBI Description 


A. thaliana gene (LHCP 




protein 


Seq. No. 


164834 


Seq. ID 


LIB3177-081-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g2764940 


BLAST score 


45 


E value 


4.0e-17 


Match length 


53 


% identity 


96 


NCBI Description 


A. thaliana GASA4 gene 



for chlorophyll a/b binding 
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o 



Seq. No. 


164835 


Seq. ID 


LIB3177-081-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl7o99U5 


BLAST score 


512 


E value 


5.0e-52 


Match length 


143 


% identity 


70 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex 




[Arabidopsis thaliana] 


Seq. No. 


164836 


Seq. ID 


LIB3177-081-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


gl916349 


BLAST score 


97 


E value 


2.0e-47 


Match length 


169 


% identity 


89 


NCBI Description 


Brassica rapa PSI-H subunit (psaH) itiRNA, complete cds 


Seq. No. 


164837 


Seq. ID 


LIB3177-081-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g21142 


BLAST score 


51 


E value 


3.0e-20 


Match length 


67 


% identity 


94 


NCBI Description 


Mustard mRNA for cytosolic glyceraldehyde-3-phosphate 




dehydrogenase (GAPDH, NAD-specif ic; EC 1.2.1.12) 


Seq. No. 


164838 


Seq. ID 


LIB3177-081-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2764940 


BLAST score 


66 


E value 


5.0e-29 


Match length 


127 


% identity 


94 


NCBI Description 


A. thaliana GASA4 gene 


Seq. No. 


164839 


Seq. ID 


LIB3177-081-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g4741953 


BLAST score 


135 


E value 


3.0e-70 


Match length 


163 


% identity 


96 


NCBI Description 


Arabidopsis thaliana Lhcb4 . 2 protein (Lhcb4.2) mRNA, 




complete cds 


Seq. No. 


164840 


Seq. ID 


LIB3177-081-P1-K1-G3 


Method 


BLASTN 
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NCBI GI 


g4580454 






E value 


1.0e-44 


Match length 


120 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T2G17 genomic 




sequence , complete sequence 


Seq. No. 


164841 


Seq. ID 


LIB3177-081-P1-K1-G4 


Method 


BLASTX 


JNUdI Lai 


go / / 0 y 0 / 


BLAST score 


504 


E value 


2.0e-51 


Match length 


98 


% identity 


100 


NCBI Description 


(AJ010457) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


164842 


Seq. ID 


LIB3177-081-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4584351 


"EST ACT oriAVQ 

o-Li-io 1 score 




E value 


2.0e-81 


Match length 


198 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T12H3 genomic 




sequence, complete sequence 


Seq. No. 


164843 


Seq. ID 


LIB3177-081-P1-K1-G6 


Method 


BLASTX 




g^ou yz4z 


BLAST score 


518 


E value 


6.0e-53 


Match length 


108 


% identity 


99 


NCBI Description 

- 


(AC002560) F21B7.11 [Arabidopsis thaliana] 


Seq. No. 


164844 


Seq. ID 


LIB3177-081-P1-K1-G7 


Method 


BLASTX 






BLAST score 


222 


E value 


1.0e-18 


Match length 


52 


% identity 


83 


NCBI Description 


(AB010259) DRH1 [Arabidopsis thaliana] 


Seq. No. 


164845 


Seq. ID 


LIB3177-081-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4558661 


BLAST score 


298 


E value 


1.0e-27 


Match length 


61 


% identity 


95 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007063) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 

164846 

LIB3177-081-P1-K1-G9 

BLASTN 

g769742 

40 

5.0e-14 

68 
90 

A. thaliana mRNA for phosphoinositide-specif ic phospholipase 
C 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164847 

LIB3177-081-P1-K1-H10 

BLASTN 

g2828182 

37 

1.0e-ll 

73 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164848 

LIB3177-081-P1-K1-H12 

BLASTX 

gl345594 

384 

2.0e-37 

84 

93 

14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 (U36447) GF14 
Kappa isoform [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164849 

LIB3177-081-P1-K1-H2 

BLASTN 

g4733961 

105 

2.0e-52 

113 

98 

Arabidopsis thaliana chromosome II BAC F16G22 genomic 
sequence, complete sequence 

164850 

LIB3177-081-P1-K1-H5 

BLASTX 

g4741960 

294 

1.0e-26 

75 
79 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



22094 



II 



Seq. No. 


164851 


Seq. ID 


LIB3177-081-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl402904 


BLAST score 


434 


E value 


4.0e-43 


Match length 


86 


% identity 


97 


NCBI Description 


(X98313) peroxidase [ 


Seq. No. 


164852 


Seq. ID 


LIB3177-081-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2894574 


BLAST score 


352 


E value 


1.0e-33 


Match length 


73 


% identity 


92 


NCBI Description 


(AL021890) peroxidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



164853 

LIB3177 

BLASTX 

gl05304 

357 

4 ,0e-34 

90 
84 

(U38425 
histone 
[Glycin 



■081-P1-K1-H9 



histone H3 [Glycine max] >gi_1053049 (U38426) 
H3 [Glycine max] >gi_1053051 (U38427) histone H3 
e max] 



164854 

LIB3177-082-P1-K1-A1 

BLASTN 

g2062153 

74 

6.0e-34 

126 
53 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164855 

LIB3177-082-P1-K1-A10 

BLASTX 

gll9975 

308 

8.0e-29 

68 
96 

FERREDOXIN PRECURSOR >gi_996 92_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 



22095 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164856 

LIB3177-082-P1-K1-A11 

BLASTX 

gll5385 

203 

2.0e-16 

41 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
{CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164857 

LIB3177-082-P1-K1-A12 

BLASTN 

g3510347 

166 

2.0e-88 

194 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164858 

LIB3177-082-P1-K1-A5 

BLASTX 

gl32074 

214 

9.0e-18 

48 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164859 

LIB3177-082-P1-K1-A7 

BLASTN 

g2062153 

36 

2.0e-ll 

75 
88 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164860 

LIB3177-082-P1-K1-A8 

BLASTN 

g240069 

49 

2.0e-19 

65 

94 



22096 



NCBI Description 



light-regulated glutamine synthetase isoenzyme [Arabidopsis 
thaliana, mRNA, 1548 nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164861 

LIB3177-082-P1-K1-A9 

BLASTN 

g3510347 

162 

3.0e-86 

182 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 

164862 

LIB3177-082-P1-K1-B1 

BLASTN 

g4490324 

95 

1.0e-46 

99 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164863 

LIB3177-082-P1-K1-B11 

BLASTN 

g4559344 

79 

2.0e-36 

163 

88 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

164864 

LIB3177-082-P1-K1-B12 

BLASTX 

g416681 

242 

2.0e-20 

112 

41 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase {delta subunit) [Nicotiana tabacum] 

164865 

LIB3177-082-P1-K1-B2 

BLASTN 

g2641637 

101 

9.0e-50 
183 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



96 

Arabidopsis thaliana DnaJ homolog AtJ3 (ATJ3) gene, 
complete cds 

164866 

LIB3177-082-P1-K1-B3 

BLASTX 

gll5767 

545 

6.0e-56 

140 

80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A2 92 8 0 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

164867 

LIB3177-082-P1-K1-B4 

BLASTN 

g4115370 

36 

1.0e-ll 

65 
98 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164868 

LIB3177-082-P1-K1-B5 

BLASTX 

g464849 

175 

3.0e-13 

31 
100 

TUBULIN ALPHA CHAIN >gi_4 8 684 7_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

164869 

LIB3177-082-P1-K1-B6 

BLASTN 

gl6436 

58 

3.0e-24 

170 
84 

A. thaliana gene for pre-f erredoxin 
164870 

LIB3177-082-P1-K1-B8 

BLASTX 

g3676296 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



244 

3.0e-21 

60 
77 

(U96497) mitochondrial ATPase beta subunit [Nicotiana 
sylvestris ] 

164871 

LIB3177-082-P1-K1-B9 

BLASTX 

g416681 

203 

5.0e-16 

99 
37 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_197 87_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

164872 

LIB3177-082-P1-K1-C1 

BLASTN 

gl732569 

113 

7.0e-57 

125 

98 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 

164873 

LIB3177-082-P1-K1-C10 

BLASTN 

g3176701 

210 

1.0e-115 

242 
90 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164874 

LIB3177-082-P1-K1-C11 

BLASTN 

g3449323 

185 

1.0e-100 

197 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZA15, complete sequence [Arabidopsis thaliana] 

164875 

LIB3177-082-P1-K1-C12 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738088 
76 

6.0e-35 

159 

88 

Arabidopsis thaliana chromosome II BAC T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164876 

LIB3177-082-P1-K1-C2 

BLASTX 

g541858 

805 

2.0e-86 

161 

94 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj__BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 



Seq. No. 


164877 


Seq. ID 


LIB3177-082 


Method 


BLASTX 


NCBI GI 


g4678259 


BLAST score 


267 


E value 


5.0e-24 


Match length 


63 


% identity 


87 


NCBI Description 


(AL049657) 


Seq. No. 


164878 


Seq. ID 


LIB3177-082 


Method 


BLASTX 


NCBI GI 


g4587542 


BLAST score 


264 


E value 


1.0e-23 


Match length 


51 


% identity 


92 


NCBI Description 


(AC006577) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 

164879 

LIB3177-082-P1-K1-C7 

BLASTX 

gll72977 

166 

4.0e-12 

37 
92 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

164880 

LIB3177-082-P1-K1-C9 
BLASTX 



22100 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738091 
430 

1.0e-42 

117 

74 

(AC005617) similar to symbiotic ammonium transporter , SAT1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164881 

LIB3177-082-P1-K1-D1 

BLASTX 

g99735 

575 

1.0e-59 

110 
99 

L-ascorbate peroxidase (EC 1.11, 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164882 

LIB3177-082-P1-K1-D10 

BLASTN 

g2341023 

56 

2.0e-23 

88 
92 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
l r complete sequence [Arabidopsis thaliana] 

164883 

LIB3177-082-P1-K1-D12 

BLASTN 

g2815519 

232 

1.0e-128 

236 
100 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

164884 

LIB3177-082-P1-K1-D2 

BLASTX 

g3885511 

229 

3.0e-19 

66 
71 

(AF084200) similar to PSI- 
barley [Medicago sativa] 

164885 

LIB3177-082-P1-K1-D4 
BLASTN 
gl66631 
232 



■K subunit of photosystem I from 



22101 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-128 

248 
98 

A.thaliana chloroplast ATP synthase gamma subunit (atpCl) 
gene, complete cds 

164886 

LIB3177-082-P1-K1-D8 

BLASTN 

gl2219 

48 

2.0e-18 

125 
84 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
164887 

LIB3177-082-P1-K1-D9 

BLASTN 

g2815519 

360 

0.0e+00 

428 
96 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164888 

LIB3177-082-P1-K1-E10 

BLASTN 

g4008005 

82 

1.0e-38 

150 
89 

Arabidopsis thaliana receptor-like protein kinase 
gene, complete cds 



(RKL1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



164889 

LIB3177-082-P1-K1-E11 

BLASTN 

gl871173 

109 

1.0e-54 

154 
92 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

164890 

LIB3177-082-P1-K1-E12 

BLASTN 

g4093154 

44 

3.0e-16 

44 
100 



22102 



NCBI Description Arabidopsis thaliana phytochrome-associated protein 1 
(PAP1) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164891 

LIB3177-082-P1-K1-E2 

BLASTX 

g3913727 

143 

2.0e-09 

28 
100 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 
(G6PD) >giJ_174336_ernb_CAA59012_ (X84230) 

glucose-6-phosphate 1-dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164892 

LIB3177-082-P1-K1-E3 

BLASTX 

g4567268 



BLAST score 


253 


E value 


4 .0e-22 


Match length 


56 


% idpntitv 


95 








[nl aJJluUpolo Lllallcilia J 


D cf ^ . LN \J • 






T.TR^I 77-0R2-P1 -K1 -F.4 


Method 


BLASTX 


V>- JJ J- \J J- 


a2459926 


BLAST score 


154 


E value 


1.0e-10 


Match length 


51 


% identity 


63 


NCBI Description 


(AF006197) annexin [Lavatera thuringiaca] 


Seq. No. 


164894 


Seq. ID 


LIB3177-082-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g2583106 


BLAST score 


166 


E value 


1.0e-88 


Match length 


215 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4L23 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164895 


Seq. ID 


LIB3177-082-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g4093154 


BLAST score 


59 


E value 


4 ,0e-25 


Match length 


71 


% identity 


96 


NCBI Description 


Arabidopsis thaliana phytochrome-associated protein 




(PAP1) mRNA, complete cds 



22103 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164896 

LIB3177-082-P1-K1-F1 

BLASTN 

g4689466 

219 

1.0e-120 

231 
99 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

164897 

LIB3177-082-P1-K1-F10 

BLASTN 

g297877 

54 

3.0e-22 

66 
95 

A. thaliana UBC10 mRNA for ubiquitin conjugating enzyme 
homolog >gi_34 9212_gb_L0064 0_ATHUBCC Arabidopsis thaliana 
ubiquitin conjugating enzyme mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164898 

LIB3177-082-P1-K1-F11 

BLASTN 

g887938 

152 

3.0e-80 

160 

99 

Arabidopsis thaliana clone YAP317 GAST1 protein homolog 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164899 

LIB3177-082-P1-K1-F12 

BLASTX 

gl755156 

296 

2.0e-28 

92 

76 

(U75189) germin-like protein [Arabidopsis thaliana] 
>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaliana] >gi_1755170 (U75196) germin-like protein 
[Arabidopsis thaliana] >gi_1755172 (U75197) germin-like 
protein [Arabidopsis thaliana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaliana] >gi_1755190 
(U75206) germin-like protein [Arabidopsis thaliana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaliana] >gi_4154285 (AF090733) germin-like protein 1 
[Arabidopsis thaliana] >gi__4 666248_dbj_BAA77207 . 1_ (D89055) 
germin-like protein precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



164900 

LIB3177-082-P1-K1-F2 



22104 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2213606 

294 

1.0e-165 

298 
100 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



164901 

LIB3177-082-P1-K1-F4 

BLASTN 

g2564050 

90 

1.0e-43 

98 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



164902 

LIB3177-082-P1-K1-F5 

BLASTX 

g231700 

202 

2.0e-16 

44 
93 

22 KD CALMODULIN-LIKE CALCIUM-BINDING PROTEIN (CABP-22) 

>gi_479694 jpir S35188 calmodulin-related protein (clone 

CaBP-22) - Arabidopsis thaliana >gi_16209_emb_CAA7 8124_ 
(Z12136) calcium binding protein [Arabidopsis thaliana] 
>gi_3402708 (AC004261) calcium binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164903 

LIB3177-082-P1-K1-F9 

BLASTX 

gl592672 

363 

8.0e-35 

102 

71 

(X91921) germinl [Arabidopsis thaliana] 
164904 

LIB3177-082-P1-K1-G1 

BLASTX 

gl32110 

623 

4.0e-65 

115 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195__emb_CAA32702 



22105 



© 



(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164905 

LIB3177-082-P1-K1-G10 

BLASTX 

g4689386 

380 

1.0e-36 

144 
56 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164906 

LIB3177-082-P1-K1-G12 

BLASTN 

g3046849 

209 

1.0e-114 

249 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18L3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 


164907 


Seq. ID 


LIB3177-082-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3123712 


BLAST score 


275 


E value 


3.0e-24 


Match length 


79 


% identity 


54 


NCBI Description 


(D89051) ERD6 protein 


Seq. No. 


164908 


Seq. ID 


LIB3177-082-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g4519195 


BLAST score 


218 


E value 


1.0e-119 


Match length 


360 


% identity 


61 


NCBI Description 


Arabidopsis thaliana 



MQC12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164909 

LIB3177-082-P1-K1-G4 

BLASTX 

gl592679 

261 

9.0e-23 

71 

77 

(X91915) LEA D113 homologue typel [Arabidopsis thaliana] 



Seq. No, 



164910 



22106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-082-P1-K1-G5 

BLASTN 

g4757394 

192 

1.0e-104 

192 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164911 

LIB3177-082-P1-K1-G8 

BLASTN 

g4586241 

44 

4.0e-16 

95 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164912 

LIB3177-082-P1-K1-G9 

BLASTN 

g3046849 

334 

0.0e+00 

409 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18L3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164913 

LIB3177-082-P1-K1-H1 

BLASTX 

g!15783 

575 

2.0e-59 

108 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164914 

LIB3177-082-P1-K1-H10 

BLASTN 

gl6192 

61 

6.0e-26 

200 

60 

A. thaliana atslB, ats2B and ats3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 



22107 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164915 

LIB3177-082-P1-K1-H11 

BLASTX 

gl32110 

280 

2.0e-25 

60 

92 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4,1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164916 

LIB3177-082-P1-K1-H12 

BLASTX 

g464621 

332 

3.0e-31 

110 

64 

60S RIBOSOMAL PROTEIN, L6 (YL16-LIKE) >gi__280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 917 5_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164917 

LIB3177-082-P1-K1-H2 
BLASTX 
gll8619 
160 

3.0e-ll 

51 
59 

SUCCINATE DEHYDROGENASE (UBIQUINONE) 

PRECURSOR (IP) >gi_66072_pir RDBYIS succinate 

dehydrogenase (ubiquinone) (EC 1.3.5.1) iron-sulfur protein 
precursor - yeast (Saccharomyces cerevisiae) >gi_172549 

(J054 87) succinate dehydrogenase iron-protein subunit (SDH) 

(EC 1.3.99.1) [Saccharomyces cerevisiae] 
>gi_1360235_emb_CAA97492_ (Z73146) ORF YLL041c 

[Saccharomyces cerevisiae] 



IRON-SULFUR PROTEIN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164918 

LIB3177-082-P1-K1-H4 

BLASTX 

g4455342 

820 

4.0e-88 

160 
100 

(AL035522) 
thaliana] 



O-methyltransf erase-like protein [Arabidopsis 



Seq. No. 



164919 



22108 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-082-P1-K1- 

BLASTX 

g2494276 

176 

2.0e-13 

63 

52 

ELONGATION FACTOR 



H5 



P (EF-P) >gi__1001112_dbj_BAA10251_ 



(D64001) elongation factor P [Synechocystis sp.] 
164920 

LIB3177-082-P1-K1-H7 

BLASTN 

g4734003 

109 

2.0e-54 

220 
97 

Arabidopsis thaliana chromosome II BAC F3L12 genomic 
sequence, complete sequence 

164921 

LIB317 7-082-P1-K1-H9 

BLASTX 

g464621 

385 

3.0e-37 

119 
67 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

164922 

LIB3177-083-P1-K1-A1 

BLASTX 

g475719 

334 

2.0e-31 

119 
45 

(U084 67) RNA-binding protein 2 [Arabidopsis thaliana] 
164923 

LIB317 7-083-P1-K1-A10 

BLASTX 

gl66835 

183 

4.0e-14 

41 
88 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642170 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 



164924 



22109 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-083-P1-K1-A12 

BLASTN 

g4741939 

123 

4.0e-63 

139 
97 

Arabidopsis thaliana Lhca2 protein 
cds 



(Lhca2) mRNA, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164925 

LIB3177-083-P1-K1-A2 

BLASTN 

g3434970 

137 

3.0e-71 

153 
97 

Arabidopsis thaliana AtERF-3 mRNA for ethylene responsive 
element binding factor 3, complete cds 

164926 

LIB3177-083-P1-K1-A4 

BLASTX 

g99735 

252 

3.0e-22 

59 
86 

L-ascorbate peroxidase (EC 1.11.1.11) 
Arabidopsis thaliana (fragment) 



precursor - 



164927 

LIB3177-083-P1-K1-B1 

BLASTN 

g3859658 

268 

1.0e-149 

296 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

164928 

LIB3177-083-P1-K1-B10 

BLASTX 

g4741929 

321 

9.0e-30 

95 
65 

(AE130253) 
thaliana] 



membrane related protein CP5 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 



164929 

LIB3177-083-P1-K1-B12 
BLASTX 



22110 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062158 
672 

8.0e-71 

139 

47 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



164930 

LIB3177-083-P1-K1-B2 

BLASTN 

g4741959 

166 

2.0e-88 

228 
93 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164931 

LIB3177-083-P1-K1-B3 

BLASTX 

g!15783 

147 

6.0e-10 

42 
79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >giJL6376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164932 

LIB3177-083-P1-K1-B6 

BLASTN 

g4220510 

246 

1.0e-136 

254 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



164933 

LIB3177-083-P1-K1-C1 

BLASTX 

g417381 

362 

3.0e-80 

155 

99 

NITRILASE 1 >gi_99738_pir_S22398 nitrilase 
Arabidopsis thaliana >gi_164 00_emb_CAA4 504 1_ 
nitrilase I [Arabidopsis thaliana] 



F22K18 



(EC 3.5.5.1) 

(X63445) 



Seq. No. 
Seq. ID 



164934 

LIB3177-083-P1-K1-C10 



22111 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4741939 

112 

1.0e-56 

124 
98 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164935 

LIB3177-083-P1-K1-C11 
BLASTN 
gl532162 
407 

0 . 0e+00 
441 
100 

Arabidopsis thaliana AT. 1.24-1, AT. 1.24-2, 
AT. I. 24-4, AT. 1.24-5, AT .1.24-6, AT. I. 24-9 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



AT. I. 24-3, 
and AT. I. 24-14 



Seq. No. 
Seq. ID 



164936 

LIB3177-083-P1-K1-C12 

BLASTN 

gl490552 

85 

1.0e-40 

97 
97 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

164937 

LIB3177-083-P1-K1-C2 

BLASTX 

g629518 

551 

9.0e-57 

116 
91 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) small 
chain - Arabidopsis thaliana (fragment) 

164938 

LIB3177-083-P1-K1-C3 

BLASTN 

g2264305 

94 

7.0e-46 

121 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

164939 

LIB3177-083-P1-K1-C5 



22112 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq." ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gl25576 

528 

7.0e-54 

123 
86 

PHOSPHORIBULOKINASE PRECURSOR { PHOSPHOPENTOKINASE ) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

164940 

LIB3177-083-P1-K1-D1 

BLASTX 

gll72441 

180 

3.0e-13 

49 

78 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685_pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi__16429_emb_CAA4 33 66_ (X61031) posF21 [Arabidopsis 
thaliana] >gi_4 589968_gb_AAD2 6486 . 1_AC007169__18 (AC007169) 
DNA-binding protein POSF21 [Arabidopsis thaliana] 

164941 

LIB3177-083-P1-K1-D12 

BLASTX 

gll70939 

668 

2.0e-70 

133 
94 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408__pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_42 9108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

164942 

LIB3177-083-P1-K1-D5 

BLASTN 

g3688798 

107 

1.0e-53 

127 
96 

Arabidopsis thaliana gamma tonoplast intrinsic protein 2 
(TIP2) mRNA, complete cds 

164943 

LIB3177-083-P1-K1-D6 

BLASTX 

g2832625 

214 



22113 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-17 

73 
55 

(AL021711) putative protein [Arabidopsis thaliana] 
164944 

LIB3177-083-P1-K1-D8 

BLASTN 

g4741959 

189 

1.0e-102 

263 
93 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164945 

LIB3177-083-P1-K1-E1 

BLASTX 

g!29817 

530 

2.0e-54 

106 
97 

BASIC PEROXIDASE E PRECURSOR >gi_8 1 653_pir JU0458 

peroxidase (EC 1.11.1.7) E - Arabidopsis thaliana 
>gi_166807 (M58381) peroxidase [Arabidopsis thaliana] 

164946 

LIB3177-083-P1-K1-E11 

BLASTX 

g3929651 

458 

6.0e-46 

90 

100 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

164947 

LIB3177-083-P1-K1-E12 

BLASTN 

g4757410 

200 

1.0e-109 

271 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVE11, complete sequence 

164948 

LIB3177-083-P1-K1-E2 

BLASTX 

g322577 

665 

4.0e-70 
128 



22114 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Raf protein kinase homolog CTR1 - Arabidopsis thaliana 
164949 

LIB3177-083-P1-K1-E3 

BLASTN 

g4741945 

82 

1.0e-38 

122 
92 

Arabidopsis thaliana Lhcb2 protein (Lhcb2.2) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164950 

LIB3177-083-P1-K1-E6 

BLASTX 

g4583542 

614 

5.0e-64 

152 

86 

(Y1684 7) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

164951 

LIB3177-083-P1-K1-E8 

BLASTN 

gl66705 

70 

1.0e-31 

70 
100 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase C subunit (GapC) gene, complete cds 



Seq. No. 


164952 


Seq. ID 


LIB3177-083-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


502 


E value 


5.0e-51 


Match length 


103 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


164953 


Seq. ID 


LIB3177-083-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


337 


E value 


4.0e-32 


Match length 


69 


% identity 


100 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A 



C HLOROPLAS T >gi__2 1 1 7 5 2 0_p i r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase 



(NADP+) 



22115 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

164954 

LIB3177-083-P1-K1-F2 

BLAST N 

g2956689 

46 

4.0e-17 

124 
88 

Arabidopsis thaliana mRNA for PSBY (Ycf 32-related 
chloroplast thylakoid membrane proteins) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164955 

LIB3177-083-P1-K1-G1 

BLASTX 

gl617270 

69 

2.0e-48 
133 

80 

(X94 624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164956 

LIB3177-083-P1-K1-G11 

BLASTN 

g4585890 

89 

7.0e-43 

93 
99 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164957 

LIB3177-083-P1-K1-G12 

BLASTX 

g4454037 

370 

6.0e-36 

65 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164958 

LIB3177-083-P1-K1-G2 

BLASTX 

g2245118 

323 

6.0e-30 
110 



22116 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
164959 

LIB3177-083-P1-K1-G3 

BLASTX 

gl399380 

176 

3.0e-13 

45 

71 

(U43683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransferase [Glycine max] 

164960 

LIB3177-083-P1-K1-G5 

BLASTN 

g4741959 

84 

9.0e-40 

141 

94 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164961 

LIB3177-083-P1-K1-G8 

BLASTN 

g3212846 

253 

1.0e-140 

317 
100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

164962 

LIB3177-083-P1-K1-H1 

BLASTX 

g3450889 

447 

2.0e-44 

96 
100 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
164963 

LIB3177-083-P1-K1-H11 

BLASTN 

g3869072 

138 

7.0e-72 
162 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



22117 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164964 

LIB3177-083-P1-K1-H12 

BLASTX 

gll5783 

380 

7.0e-37 

73 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


164965 


Seq. ID 


LIB3177-083-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4741948 


BLAST score 


475 


E value 


6.0e-48 


Match length 


94 


% identity 


96 


NCBI Description 


(AF134124) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


164966 


Seq. ID 


LIB3177-083-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3046856 


BLAST score 


4 0 


E value 


5.0e-14 


Match length 


60 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MXI22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


164967 


Seq. ID 


LIB3177-083-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2499327 


BLAST score 


359 


E value 


3.0e-34 


Match length 


119 


% identity 


62 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

164968 

LIB3177-083-P1-K1-H5 

BLASTX 

g4056497 

199 

1.0e-15 

52 
79 

(AC005896) putative histone H2B [Arabidopsis thaliana] 



22118 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164969 

LIB3177-083-P1-K1-H6 

BLASTX 

gll5767 

477 

3.0e-48 

95 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


164970 


Seq. ID 


LIB3177-083-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


50 


E value 


9.0e-20 


Match length 


86 


% identity 


90 


NCBI Description 


A. thaliana gene for photosystem II 10 


Seq. No. 


164971 


Seq. ID 


LIB317 7-083-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g!769905 


BLAST score 


519 


E value 


7.0e-53 


Match length 


142 


% identity 


71 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen 




[Arabidopsis thaliana] 


Seq. No. 


164972 


Seq. ID 


LIB3177-083-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


378 


E value 


9.0e-37 


Match length 


74 


% identity 


99 



NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



164973 

LIB3177-084-P1-K1-A10 

BLASTX 

g3075398 

315 

3.0e-29 



22119 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC004484) unknown protein [Arabidopsis thaliana] 
164974 

LIB3177-084-P1-K1-A11 

BLASTX 

g4512683 

766 

7.0e-82 

145 

100 

(AC006931) putative lipase [Arabidopsis thaliana] 
>gi_4559323_gb__AAD22985.1__AC007087_4 (AC007087) putative 
lipase [Arabidopsis thaliana] 

164975 

LIB3177-084-P1-K1-A12 

BLASTX 

g3128195 

577 

7.0e-60 

119 
98 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164976 

LIB3177-084 

BLASTX 

g2829133 

489 

1.0e-49 

95 
98 

(AF043351) 
thaliana] 



-P1-K1-A2 



adenosine-5 ' -phosphosulf ate-kinase [Arabidopsis 
>gi_4490745 emb CAB38907.1 (AL035708) 



adenosine-5 T -phosphosulf ate-kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164977 

LIB3177-084 

BLASTX 

g2119848 

395 

1.0e-38 

84 
89 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-A3 



a/b-bindi 
thaliana 
II type I 

thaliana 
II type I 

thaliana 
II type I 

thaliana 



ng protein type I precursor LhblBl 
>giJL6366_emb_CAA45789_ (X64459) 

chlorophyll a /b binding protein 
] >gi_3128229 (AC004077) putative 

chlorophyll a/b binding protein 
] >gi_3337372 (AC004481) putative 

chlorophyll a/b binding protein 



22120 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



164978 

LIB3177-084-P1-K1-A5 

BLASTX 

g4539292 

470 

4.0e-47 

87 
100 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



164979 

LIB3177-084-P1-K1-A6 

BLASTX 

gll5470 

492 

7.0e-50 

116 

84 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA4 6508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 

164980 

LIB317 7-084-P1-K1-A7 

BLASTX 

g2062161 

559 

1.0e-57 

111 
48 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



164981 

LIB3177-084-P1-K1-A9 

BLASTX 

g99772 

521 

3.0e-53 

130 

82 

ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi__166936 (J05540) ubiquitin extension protein (UBQ6) 
[Arabidopsis thaliana] >gi_3522953 (AC004411) ubiquitin 
extension protein (UBQ6) [Arabidopsis thaliana] 

164982 

LIB3177-084-P1-K1-B11 

BLASTX 

g4455271 

386 

2.0e-37 

129 



22121 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55 

(AL035527) serine protease-like protein [Arabidopsis 
thaliana] 



164983 

LIB3177-084-P1-K1-B12 

BLASTX 

g417381 

414 

5.0e-41 

83 
99 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_164 00_emb_CAA4504 1_ 
nitrilase I [Arabidopsis thaliana] 

164984 

LIB3177-084-P1-K1-B2 

BLASTX 

g3914740 

272 

1.0e-24 

64 



(EC 3.5.5.1) 

(X63445) 



60S RIBOSOMAL PROTEIN L26 >gi_2160300__dbj_BAA1894 1_ 
(D78495) ribosomal protein [Brassica rapa] 

164985 

LIB3177-084-P1-K1-B3 

BLASTN 

g2264316 

92 

3.0e-44 

349 

38 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MR011, complete sequence [Arabidopsis thaliana] 

164986 

LIB3177-084-P1-K1-B4 

BLASTX 

g4371282 

569 

8.0e-59 

122 
96 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 

164987 

LIB3177-084-P1-K1-B5 

BLASTX 

g2435604 

82 

9.0e-ll 

69 

45 



22122 



NCBI Description (AF026213) strong similarity to Saccharomyces cerevisiae 

endosomal P24A protein (SP:P32802) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164988 

LIB3177-084-P1-K1-B6 

BLASTN - 

g4589440 

171 

2.0e-91 

210 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

164989 

LIB3177-084-P1-K1-B7 

BLASTX 

g3850573 

723 

8.0e-77 

146 
97 

(AC005278) Similar to gi__1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

164990 

LIB3177-084-P1-K1-B9 

BLASTX 

gl363489 

745 

2.0e-79 

144 

98 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

164991 

LIB3177-084-P1-K1-C1 

BLASTX 

gll70247 

445 

2.0e-44 

104 

78 

HEVEIN-LIKE PROTEIN PRECURSOR >gi__407248 (U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

164992 

LIB3177-084-P1-K1-C10 

BLASTX 

g4587564 

581 

3.0e-60 

119 



22123 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



93 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb__Z18178, gb_T14133, 
gb_N65521, gb_T42498, gb_T41918, gb_N38024 

164993 

LIB3177-084-P1-K1-C12 

BLASTX 

g3882356 

255 

6.0e-22 

97 

54 

(U92460) 12-oxophytodienoate reductase OPR2 
thaliana] 



[Arabidopsis 



164994 

LIB3177-084-P1-K1-C2 

BLASTX 

g3478700 

517 

1.0e-52 

118 
86 

(AF034387) AFT protein [Arabidopsis thaliana] 
164995 

LIB3177-084-P1-K1-C4 

BLASTX 

g3136336 

152 

4.0e-10 

99 

28 

(AF064552) calmodulin; Cam [Apium graveolens] 
164996 

LIB3177-084-P1-K1-C6 

BLASTX 

g4585935 

537 

3.0e-55 

104 

97 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

164997 

LIB3177-084-P1-K1-C7 

BLASTN 

gl66645 

69 

5.0e-31 

113 
91 



22124 



# 



NCBI Description Arabiclopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164998 

LIB3177-084-P1-K1-C8 - 

BLASTX 

g520478 

541 

2.0e-55 

111 

98 

(U09137) pyruvate dehydrogenase El beta subunit 

[Arabidopsis thaliana] >gi_1090498_prf 2019230A pyruvate 

dehydrogenase [Arabidopsis thaliana] 

164999 

LIB3177-084-P1-K1-C9 

BLASTX 

gl082054 

301 

2.0e-27 

56 

100 

(Z49859) copper transporter protein [Arabidopsis thaliana] 
165000 

LIB317 7-0 84-P1-K1-D1 

BLASTN 

g4531433 

187 

1.0e-101 

251 

94 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165001 

LIB3177-084-P1-K1-D10 

BLASTX 

gll5778 

114 

4.0e-48 

103 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_2828 96_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34459_ (X16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_2114 0_emb_CAA3 3 9 0 3_ 
(X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 

165002 

LIB3177-084-P1-K1-D11 

BLASTX 

g3914442 

419 

3.0e-41 



22125 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
78 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

165003 

LIB3177-084-P1-K1-D2 

BLASTX 

g461550 

352 

1.0e-33 

89 
84 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

165004 

LIB3177-084-P1-K1-D3 

BLASTX 

g416758 

340 

4.0e-32 

110 

61 

SERINE CARBOXY PEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165005 

LIB3177-084-P1-K1-D5 

BLASTN 

g2656028 

349 

0.0e+00 

357 

99 

Arabidopsis thaliana genomic 
MNF13 



DNA, chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165006 

LIB3177-084-P1-K1-D7 

BLASTN 

gl66645 

178 

8.0e-96 

178 
100 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (Cab4) mRNA, complete cds 

165007 

LIB3177-084-P1-K1-D8 



22126 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl657620 

287 

1.0e-160 

291 
100 

Arabidopsis thaliana putative acyl-coA dehydrogenase G6p 
(AtG6) mRNA, complete cds 

165008 

LIB3177-084-P1-K1-D9 

BLASTX 

gl408473 

431 

5.0e-47 

100 

96 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165009 
LIB317 
BLASTX 
g45858 
239 

3.0e-2 

46 
100 

(AC005 
[Arabi 



7-084-P1-K1-E10 

82 

0 



850) PSI type III chlorophyll a/b-binding protein 
dopsis thaliana] 



165010 

LIB3177-084-P1-K1-E11 

BLASTX 

gl32102 

718 

3.0e-76 

136 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb__CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165011 

LIB3177-084-P1-K1-E2 

BLASTN 

g3869075 

49 

2.0e-19 

57 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



22127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165012 

LIB3177-084-P1-K1-E3 

BLASTX 

g3915865 

292 

1.0e-26 

59 
93 

4 OS RIBOSOMAL PROTEIN S4 
165013 

LIB3177-084-P1-K1-E5 

BLASTX 

g2832355 

497 

3.0e-50 

113 
87 

(Y14074) HMG protein [Arabidopsis thaliana] 
165014 

LIB3177-084-P1-K1-E6 

BLASTX 

g430947 

275 

1.0e-24 

85 
67 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165015 

LIB3177-084-P1-K1-E7 

BLASTN 

g457403 

161 

3.0e-85 

161 

100 

Arabidopsis thaliana mRNA for MAP kinase, complete cds 
165016 

LIB3177-084-P1-K1-E8 

BLASTN 

g4678705 

448 

0.0e+00 

456 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

165017 

LIB3177-084-P1-K1-E9 

BLASTN 

g4454447 

312 



22128 



E value 
Match length 
% identity 
NCBI Description 



1.0e-175 

316 
100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



beq. No. 


1 ooUlo 




Seq. ID 


LIB3177-084-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


gll72969 




BLAST score 


534 




E value 


1.0e-54 




Match length 


112 




% identity 


95 




NCBI Description 


60S RIBOSOMAL PROTEIN Lll 


(L16) >g 




ribosomal protein Lll.e - 


Arabidop 




> g i_5 5 0 5 4 4 _emb_CAA5 7 3 9 4 


(X81798) 




[Arabidopsis thaliana] 




Seq. No. 


165019 




Seq. ID 


LIB3177-084-P1-K1-F11 




Method 


BLASTN 




NCBI GI 


g3047074 




BLAST score 


455 




E value 


0.0e+00 




Match length 


455 




% identity 


100 




NCBI Description 


Arabidopsis thaliana BAC 


F21E10 


Seq. No. 


165020 




Seq. ID 


LIB3177-084-P1-K1-F12 




Method 


BLASTN 




NCBI GI 


g2477521 




BLAST score 


29 




E value 


2.0e-06 




Match length 


412 




% identity 


18 




NCBI Description 


Arabidopsis thaliana chromosome I 



S49033 



ribosomal protein L16 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165021 

LIB3177-084-P1-K1-F3 

BLASTN 

g3063690 

301 

1.0e-169 

364 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4D11 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



165022 

LIB3177-084-P1-K1-F4 

BLASTX 

gl350956 

587 

7.0e-61 



22129 



# 



Match length 


117 


% identity 


98 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


165023 


Seq. ID 


LIB3177-084-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3043414 


BLAST score 


77 


E value 


2.0e-35 


Match length 


179 


% identity 


93 


NCBI Description 


Arabidopsis thaliana mRNA for At-hsc70-3 prote 


Seq. No. 


165024 


Seq. ID 


LIB3177-084-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


532 


E value 


2.0e-54 


Match length 


144 


% identity 


57 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis thaliana] 


Seq. No. 


165025 


Seq. ID 


LIB31T7-084-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


197 


E value 


4.0e-15 


Match length 


45 


% identity 


80 


NCBI Description 


PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 



>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_8 8 64 2 8_emb_CAA8 98 3 8_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165026 

LIB3177 

BLASTX 

g440677 

754 

2.0e-80 

149 

98 

(AC0068 
5 T part 



-084-P1-K1-F9 



36) putative nonsense-mediated mRNA decay protein, 
ial [Arabidopsis thaliana] 



165027 

LIB3177-08 4-P1-K1-G10 

BLASTX 

gl32074 

665 

4.0e-70 

122 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 



22130 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165028 

LIB3177-084-P1-K1-G11 

BLASTX 

g3885511 

420 

3.0e-41 

103 
82 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

165029 

LIB3177-084-P1-K1-G12 

BLASTX 

g2811028 

660 

2.0e-69 

149 

89 

HYPOTHETICAL 47.9 KD PROTEIN M021B04.12 >gi_2191188 
(AF007271) similar to S. cerevisiae SIK1P (PID: g984964 ) 
[Arabidopsis thaliana] 

165030 

LIB3177-084-P1-K1-G2 

BLASTX 

gl32074 

589 

3.0e-61 

110 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165031 

LIB3177-084-P1-K1-G4 

BLASTX 

g4678941 

443 

6.0e-44 

89 
99 

(AL049711) gamma response I protein [Arabidopsis thaliana] 
165032 

LIB3177-084-P1-K1-G5 

BLAST N 

g4314374 

297 

1.0e-166 
462 



22131 




% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F10A12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165033 


Seq. ID 


LIB3177-084-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll73218 


BLAST score 


616 


E value 


o . ue- d4 


Match length 


122 


% identity 


99 


NCBI Description 


40S RIBOSOMAL PROTEIN S15A >gi 440824 (L27461) ribosomal 




protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 




cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 


Seq. No. 


165034 


Seq. ID 


LIB3177-084-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2264316 


bijAoi score 


y i 


E value 


2.0e-43 


Match length 


404 


% identity 


36 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MROll, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165035 


Seq. ID 


LIB3177-084-P1-K1-G8 


Method 


BLASTX 




gz jou / y / 


BLAST score 


226 


E value 


1.0e-18 


Match length 


114 


% identity 


43 


NCBI Description 


(Z98601) zinc finger protein [Schizosaccharomyces pombe] 


Seq. No. 


165036 


Seq. ID 


LIB3177-084-P1-K1-G9 


Method 


BLASTX 


NCBI bl 


g4 /4iyoU 


BLAST score 


358 


E value 


3.0e-34 


Match length 


76 


% identity 


93 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


165037 


Seq. ID 


LIB3177-08 4-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll5385 


rsLAbi score 


c n c 
033 


E value 


4 .Oe-57 


Match length 


111 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 




22132 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



chlorophyll a/b binding protein [Arabidopsis thaliana] 
165038 

LIB3177-084-P1-K1-H2 

BLASTX 

g3983125 

645 

9.0e-68 

126 
100 

(AF097648 ) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

165039 

LIB3177-084-P1-K1-H3 

BLASTX 

gl32074 

75 

2.0e-56 

107 
87 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165040 

LIB3177-084-P1-K1-H4 

BLASTN 

g2576362 

115 

2.0e-58 

123 
98 

Arabidopsis thaliana amino acid transport protein mRNA, 
complete cds 

165041 

LIB3177-084-P1-K1-H5 

BLASTX 

gll5385 

475 

9.0e-48 

91 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165042 

LIB3177-084-P1-K1-H6 

BLASTX 

gll45697 

316 

2.0e-29 

68 
94 



22133 



NCBI Description 



(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Dc^. LN U ♦ 


1 KjD \J y J 


Seq. ID 


LIB3177-084-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


344 


E value 


7.0e-33 


Match length 


78 


% identity 


91 


NCBI Description 


phosphoglycerate kinase (EC 2.7 


Seq. No. 


165044 




LlDjl / / UO J ri JM nl 


Method 


BLASTN 


NCBI GI 


g3337347 


BLAST score 


185 


E value 


1.0e-99 


Match length 


445 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar c 


Seq. No. 


165045 


beq. id 


Llbol / / -Uo D-rl-Ki-AlU 


Method 


BLASTN 


NCBI GI 


g4662640 


BLAST score 


446 


E value 


0.0e+00 


Match length 


458 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


165046 


Seq. ID 


LIB3177-085-P1-K1-A11 


Method 




NCBI GI 


g3928758 


BLAST score 


555 


E value 


3.0e-57 


Match length 


116 


% identity 


91 


NCBI Description 


(AB007 987) Lipoic acid synthase 




>gi_4454462_gb_AAD20909_ (AC006: 




synthase [Arabidopsis thaliana] 


Seq. No. 


165047 


Seq. ID 


LIB3177-085-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4512615 


BLAST score 


164 


E value 


3.0e-55 


Match length 


116 


% identity 


100 


NCBI Description 


(AC004793) Strong similarity to 



spinach (fragment) 



putative lipoic acid 



dehydrogenase (IMDH) from Brassica napus . 



3-isopropylmalate 
EST gb_F14 478 



22134 



comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165048 

LIB3177-085-P1-K1-A2 

BLASTX 

g2832625 

693 

3.0e-73 

128 

100 

(AL021711) putative protein 



[Arabidopsis thaliana] 



165049 

LIB3177-085-P1-K1-A3 

BLASTX 

g4263771 

515 

2.0e-52 

152 

70 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165050 

LIB3177-085-P1-K1-A4 

BLASTX 

g4204285 

505 

2.0e-51 

125 
75 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



165051 

LIB3177-085-P1-K1-A5 

BLAST N 

g2358139 

306 

1.0e-172 

306 

100 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



165052 

LIB3177-085-P1-K1-A6 

BLASTX 

g2501188 

608 

3.0e-63 

146 

84 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir 



S71191 TH14 



22135 




protein homolog - Arabidopsis thaliana >gi__1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165053 

LIB3177-085-P1-K1-A7 - 

BLASTN 

g3420042 

136 

2.0e-70 

429 

96 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165054 

LIB3177-085-P1-K1-A8 

BLASTN 

g4589419 

373 

0.0e+00 

429 

48 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2I5, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165055 

LIB3177-085-P1-K1-A9 

BLASTN 

g2760316 

303 

1.0e-170 

373 

97 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

165056 

LIB3177-085-P1-K1-B1 

BLASTX 

g3885511 

420 

3.0e-41 

103 

82 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165057 

LIB3177-085-P1-K1-B10 

BLASTX 

gl32102 

729 

2.0e-77 

138 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68 0 61_pir RKMUB2 



22136 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165058 

LIB3177-085-P1-K1-B11 

BLASTX 

g3914826 

498 

1.0e-50 

98 
100 

DNA- DIRECTED RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_emb_CAA69972__ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_emb_CAA69717_ (Y08463) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4115372 (AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165059 

LIB3177-085-P1-K1-B2 

BLASTX 

g4455248 

363 

1.0e-34 

77 

100 

(AL035523) acyl carrier-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165060 

LIB3177-085-P1-K1-B3 

BLASTX 

g4337175 

668 

2.0e-70 

148 

90 

(AC0064 
gb_T041 
gb__R900 
gb AA72 



16) ESTs gb_T20589, gb_T04648, gb_AA597906, 
11, gb_R84180, gb_R65428, gb__T44439 / gb_T7 6570, 
04, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
0210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165061 

LIB3177-085-P1-K1-B4 

BLASTN 

g 4454447 

24 

5.0e-04 

159 

76 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



165062 

LIB3177-085-P1-K1-B5 



22137 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl6407 
207 

1.0e-112 

207 
100 

Arabidopsis thaliana PIPlb gene 
165063 

LIB3177-085-P1-K1-B6 

BLASTX 

g3142289 

48 

2.0e-53 

118 

92 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165064 

LIB3177-085-P1-K1-B7 

BLASTX 

g2497733 

591 

2.0e-61 

117 

97 

NONSPECIFIC LIP ID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_37 8 6018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

165065 

LIB3177-085-P1-K1-B8 

BLASTX 

g4263655 

205 

6.0e-26 

74 

76 

(AC006136) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



165066 

LIB317 7-085-P1-K1-B9 

BLASTX 

g4336756 

688 

1.0e-72 

134 

97 

(AF104453) catalase [Brassica juncea] 
165067 

LIB3177-085-P1-K1-C10 

BLASTX 

g3688799 



22138 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168 

1.0e-ll 

53 
68 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165068 

LIB3177-085-P1-K1-C11 

BLASTX 

gl769905 

49 

1.0e-21 

86 
69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165069 

LIB3177-085-P1-K1-C12 

BLASTN 

g4835223 

437 

0.0e+00 

462 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
(ESSA project) 

165070 

LIB3177-085-P1-K1-C2 

BLASTX 

g4454036 

642 

2.0e-75 

139 
99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



165071 

LIB3177-085-P1-K1-C3 

BLASTX 

g4538963 

523 

2.0e-53 

136 

60 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_47 4 1 958_gb_AAD2877 6 . 1__AF134129__1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

165072 

LIB317 7-085-P1-K1-C5 

BLASTN 

g3236234 

244 



22139 



E value 
Match length 
% identity 
NCBI Description 



1.0e-135 

324 
93 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165073 

LIB3177-085-P1-K1-C6 

BLASTX 

g4415907 

538 

4.0e-55 

108 

97 

(AC00 6282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24 643. 1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165074 

LIB3177-085-P1-K1-C7 

BLASTN 

g4220627 

128 

1.0e-65 

468 
5 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K20J1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165075 

LIB3177-085-P1-K1-C8 

BLASTX 

g4741960 

589 

4.0e-61 

126 
89 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165076 

LIB3177-085-P1-K1-D1 

BLASTX 

g2160168 

752 

3.0e-80 

151 

97 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652). ESTs 
gb_T4 1853, gb_T7 6648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



165077 

LIB3177-085-P1-K1-D11 

BLASTX 

g4102703 

268 



22140 



E value 
Match length 
% identity 
NCB1 Description 



1.0e-23 

56 
98 

(AF015274) 
thaliana] 



ribulose-5-phosphate-3-epimerase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165078 

LIB3177-085-P1-K1-D12 

BLASTX 

gl32102 

767 

6.0e-82 

140 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



165079 

LIB3177-085-P1-K1-D2 

BLASTN 

g2828185 

166 

2.0e-88 

317 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



165080 

LIB3177-085-P1-K1-D3 

BLASTX 

g3123271 

517 

9.0e-53 

100 
97 

40S RIBOSOMAL PROTEIN S6 >gi_22247 51_emb_CAA7 438 1_ 
ribosomal protein S6 [Arabidopsis thaliana] 



(Y14052) 



Seq. No. 
Seq. ID 
Method 



165081 

LIB3177-085-P1-K1-D4 

BLASTX 

g4455251 

443 

6.0e-44 

132 
67 

(AL035523) magnesium-protoporphyrin IX 
methyltransf erase-like protein [Arabidopsis thaliana] 

165082 

LIB3177-085-P1-K1-D5 
BLASTX 



22141 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl657621 
774 

9.0e-83 

159 

92 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165083 

LIB3177-085-P1-K1-D8 

BLASTN 

g2564046 

178 

2.0e-95 

471 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165084 

LIB3177-085-P1-K1-D9 

BLASTX 

g2894564 

127 

9.0e-28 

65 

98 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165085 

LIB3177-085-P1-K1-E1 

BLASTX 

g4741960 

472 

2 .0e-47 

109 
83 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165086 

LIB3177-085-P1-K1-E11 

BLASTX 

g4741940 

637 

1.0e-66 

119 

68 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165087 

LIB3177-085-P1-K1-E12 

BLASTN 

g2618601 

301 

1.0e-169 

341 
97 



22142 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24 , complete sequence [Arabidopsis thaliana] 



Seq. No. 


165088 


Seq. ID 


LIB317 7-085-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4539459 


BLAST score 


165 


E value 


8.0e-12 


Match length 


58 


% identity 


57 


NCBI Description 


(AL049500) putative prote 


Seq. No. 


165089 


Seq. ID 


LIB3177-085-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gll75012 


BLAST score 


149 


E value 


3.0e-39 


Match length 


87 


% identity 


99 


NCBI Description 


PLASMA MEMBRANE INTRINSIC 



B) (TMP-B) >gi_396218_emb_CAA49155_ 
protein TMP-B [Arabidopsis thaliana] 



( TRANSMEMBRANE PROTEIN 
(X69294) transmembrane 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165090 

LIB3177-085-P1-K1-E5 

BLASTX 

gl33709 

149 

2.0e-09 

45 

60 

CYANELLE 30S RIBOSOMAL PROTEIN S10 >gi_70927_pir R3KT10 

ribosomal protein S10 - Cyanophora paradoxa cyanelle 
>gi__11391_emb_CAA36388_ (X52143) ribosomal protein S10 (AA 
1-105) [Cyanophora paradoxal >gi_336632 (M35206) ribosomal 
protein S10 (rpslO; rpsJ) [Cyanophora paradoxa] >gi_1016150 
(U30821) ribosomal protein S10 [Cyanophora paradoxa] 

165091 

LIB3177-085-P1-K1-E6 

BLASTX 

g282865 

616 

3.0e-64 

123 
70 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi__16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165092 

LIB3177-085-P1-K1-E7 



22143 



Method 


BLASTN 


NCBI GI 


g2244950 


DJ-ifiO 1 score 


± *± D 


E value 


9.0e-76 


Match length 


201 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


165093 


Seq. ID 


LIB3177-085-P1-K1-E8 


Method 


BLASTX 


JMLB1 bl 


gzy / UU JO 


BLAST score 


145 


E value 


6.0e-09 


Match length 


35 


% identity 


83 


NCBI Description 


(D88537) delta 9 desaturase [Arabidopsis thaliana] 


Seq. No. 


165094 


Seq. ID 


LIB3177-085-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4544443 


BLAST score 


167 


E value 


9.0e-12 


Match length 


33 


% identity 


100 


NCBI Description 


(AC00 6592) putative mitochondrial uncoupling protein 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165095 

LIB3177-085-P1-K1-F10 

BLASTX 

g4741952 

366 

4.0e-35 

108 

68 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165096 

LIB3177-085-P1-K1-F11 

BLASTX 

g3249100 

516 

9.0e-53 

103 

94 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27 698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb__H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165097 

LIB3177-085-P1-K1-F12 

BLASTX 

g417381 

668 



22144 



E value 


2 . Oe-70 


Match length 


150 


% identity 


88 


NCBI Description 


NITRILASE 1 >gi 99738 pir S22398 nitrilase (EC 3.5.5.1) 




Arabidopsis thaliana >gi_164 00_emb_CAA45041_ (X63445) 




nitrilase I [Arabidopsis thaliana] 


Seq. No. 


165098 


Seq. ID 


LIB3177-085-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


706 


E value 


7.0e-75 


Match length 


132 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-loo/lo 0) (LHCP) >gi oloUi pir AzyZvV chlorophyll 




a/b-binding protein abl65 - Arabidopsis thaliana 




>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi 16372 emb CAA27541 (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


165099 


Seq. ID 


LIB3177-085-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


552 


E value 


7.0e-57 


Match length 


108 


% identity 


97 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165100 


Seq. ID 


LIB3177-085-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


33 


E value 


7.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


165101 


Seq. ID 


LIB3177-085-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


368 


E value 


4.0e-35 


Match length 


108 


% identity 


73 


NCBI Description 


(AC002387) putative transketolase precursor [Arabidopsis 




thaliana] 


Seq. No. 


165102 


Seq. ID 


LIB3177-085-P1-K1-F7 


Method 


BLASTX 



22145 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417103 
453 

3.0e-45 

92 
100 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038 4 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165103 

LIB3177-085-P1-K1-F8 

BLAST N 

g2262135 

340 

0.0e+00 

456 

100 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165104 

LIB3177-085-P1-K1-F9 

BLASTX 

g320558 

511 

4.0e-52 

117 

89 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165105 

LIB3177-085-P1-K1-G1 

BLASTX 

gl755160 

526 

1.0e-53 

114 
89 

(U75191) germin-like protein [Arabidopsis thaliana] 
>gi_1755174 (U75198) germin-like protein [Arabidopsis 



22146 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165106 

LIB3177-085-P1-K1-G10 

BLASTX 

g3915847 

650 

2.0e-68 

131 

96 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosornal protein S2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165107 

LIB3177-085-P1-K1-G11 

BLASTX 

gll3026 

729 

2.0e-77 

151 

91 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220Jobs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4714 2_prf 1913424A 

isocitrate lyase [Brassica napus] 

165108 

LIB3177-085-P1-K1-G12 

BLASTX 

gl922944 

244 

7 .0e-21 

69 

74 

(AC000106) Strong similarity to Picea histone H2A 
(gb_X67819) . ESTs gb_ATTS3874 , gb_T46627 , gb_T14194 come from 
this gene. [Arabidopsis thaliana] 

165109 

LIB3177-085-P1-K1-G2 

BLASTX 

gl32110 

657 

4.0e-69 

122 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

{RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60__pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 



165110 



22147 



Seq. ID 


LIB3177-085-P1-K1-G3 


Method 


BLASTX 


IN V> LJ J_ \J -L 


C4510385 


BLAST score 


571 


E value 


5.0e-59 


Match length 


142 


% identity 


75 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana 


Seq. No. 


165111 


Seq. ID 


LIB3177-085-P1-K1-G4 


Method 


BLASTN 


KffRT (IT 


J 'J L \J 


BLAST score 


208 


E value 


1.0e-113 


Match length 


208 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC IG002N01 


Seq. No. 


165112 


Seq. ID 


LIB3177-085-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3912997 


BLAST score 


509 


lit v cl -L Li.tr 


9.0e-52 


Match length 


113 


% identity 


94 


NCBI Description 


FLORAL HOMEOTIC PROTEIN AGL15 >gi_2129535_pir S 




protein - Arabidopsis thaliana >gi_790635 (U2252 




[Arabidopsis thaliana] 


Seq. No. 


165113 


Seq. ID 


LIB3177-085-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll61926 


DT TV Q T op^rn 


3 £ U 


E value 


3.0e-30 


Match length 


161 


% identity 


46 


NCBI Description 


(U34392) alpha-carboxyltransf erase aCT-1 precurs 




max] 


Seq. No. 


165114 


Seq. ID 


LIB3177-085-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4586021 




719 


E value 


2.0e-76 


Match length 


138 


% identity 


100 


NCBI Description 


(AC007170) putative cytoplasmic aconitate hydrat 




[Arabidopsis thaliana] 


Seq. No. 


165115 


Seq. ID 


LIB3177-085-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g282865 



AGL15 



22148 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



594 

1.0e-61 

120 
69 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


165116 


Seq. ID 


LIB3177-085-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4263525 


BLAST score 


617 


E value 


2.0e-64 


Match length 


143 


% identity 


85 


NCBI Description 


(AC00404 4) putative photosystem I reaction center subuni 




II precursor [Arabidopsis thaliana] 


Seq. No. 


165117 


Seq. ID 


LIB3177-085-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2160151 


BLAST score 


601 


E value 


2.0e-62 


Match length 


129 


% identity 


89 


NCBI Description 


(AC000375) Strong similarity to Brassica aspartic protea 




(gb__X77260) . [Arabidopsis thaliana] 


Seq. No. 


165118 


Seq. ID 


LIB3177-085-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


533 


E value 


9.0e-55 


Match length 


101 


% identity 


99 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165119 


Seq. ID 


LIB3177-085-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


436 


E value 


8.0e-49 


Match length 


99 


% identity 


99 


NCBI Description 


(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



165120 

LIB3177-085-P1-K1-H2 

BLASTX 

g541858 



22149 



# 



BLAST score 


657 


E value 


4.0e-69 






% identity 


99 


NCBI Description 


endoxyloglucan transferase - Arabidopsis thaliana 




>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 




transferase [Arabidopsis thaliana] >gi__4063757 (AC005561) 




endo-xyloglucan transferase [Arabidopsis thaliana] 


Seq. No. 


165121 


Seq. ID 


LIB3177-085-P1-K1-H3 


Method 


BLASTX 






BLAST score 


321 


E value 


9.0e-30 


Match length 


102 


% identity 


66 


NCBI Description 


(AF034 694) ribosomal protein L23a [Arabidopsis thaliana] 


Seq. No. 


165122 


Seq. ID 


LIB3177-085-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


589 


E value 


3.0e-61 


Match length 


112 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 


165123 


Seq. ID 


LIB3177-085-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g336392 


BLAST score 


336 


E value 


7.0e-40 


Match length 


129 


% identity 


75 


NCBI Description 


(J05215) ribosomal protein S17 [Arabidopsis thaliana] 


Seq. No. 


165124 


Seq. ID 


LIB3177-085-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3228389 


BLAST score 


253 


E value 


1.0e-140 


Match length 


473 


% identity 


99 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F17L21, 



complete sequence [Arabidopsis thaliana] 



Seq. No. 165125 

Seq. ID LIB3177-085-P1-K1-H7 

Method BLASTX 

NCBI GI g4586256 



22150 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



598 

3.0e-62 

144 

82 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

165126 

LIB3177-085-P1-K1-H8 

BLASTX 

g2618723 

650 

3.0e-68 

130 

96 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U4 9073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165127 

LIB3177-085-P1-K1-H9 

BLASTN 

g2191126 

355 

0.0e+00 

371 

99 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match., length 

% identity 

NCBI Description 



165128 

LIB3177-08 6-P1-K1-A1 

BLASTX 

g4585966 

547 

2.0e-56 

110 

95 

(AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1651 

LIB3 

BLAS 

g258 

410 

3.0e 

89 

92 

(U94 
thai 
clas 
thai 



29 

177-086-P1-K1-A11 

TX 

1783 



■40 



998) class 1 non-symbiotic hemoglobin [Arabidopsis 
iana] >gi_4 678203_gb_AAD2694 9 . 1_AC007134_7 (AC007134) 
s 1 non-symbiotic hemoglobin (AHB1) [Arabidopsis 
iana] 



Seq. No. 



165130 



22151 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-08 6-P1-K1-A12 

BLASTX 

g2829891 

396 

9.0e-39 

91 

87 

(AC002311) 



Unknown protein [Arabidopsis thaliana] 



165131 

LIB3177-08 6-P1-K1-A2 

BLASTN 

g4220644 

155 

9.0e-82 

395 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXL8 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165132 

LIB3177-08 6-P1-K1-A3 

BLASTX 

g543841 

543 

9.0e-56 

108 

97 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi__16658 6 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 6307 4 7_gb_AAD2 6597 . 1_AC0 0723 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165133 

LIB3177-08 6-P1-K1-A5 

BLASTX 

gll75013 

531 

2.0e-54 

119 

87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62 9542jpir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi__472877_emb_CAA534 77_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

165134 

LIB3177-08 6-P1-K1-A6 

BLASTN 

g928931 

203 

1.0e-110 

227 

97 

A. thaliana mRNA for putative dTDP-glucose 4-6-dehydratases 



22152 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165135 

LIB3177-086-P1-K1-A8 

BLASTX 

gl32677 

71 

8.0e-36 

112 

75 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA7 7593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165136 

LIB3177-08 6-P1-K1-B1 

BLASTX 

g99696 

314 

4.0e-29 

84 

76 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165137 

LIB3177-08 6-P1-K1-B10 

BLASTX 

gl402908 

197 

5.0e-65 

132 
93 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165138 

LIB3177-08 6-P1-K1-B11 

BLASTX 

g2062161 

668 

2.0e-70 

126 

50 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



165139 

LIB3177-08 6-P1-K1-B12 
BLASTX 



22153 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3450842 
403 

1.0e-39 

86 
87 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165140 

LIB3177-086-P1-K1-B2 

BLASTN 

g4587641 

212 

1.0e-115 

373 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165141 

LIB3177-086-P1-K1-B3 

BLASTX 

gl32074 

557 

2.0e-57 

103 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


165142 


Seq. ID 


LIB3177-08 6-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4584110 


BLAST score 


299 


E value 


4.0e-27 


Match length 


111 


% identity 


53 


NCBI Description 


(AJ133639) SAH7 protein [Arabidopsis thaliana] 


Seq. No. 


165143 


Seq. ID 


LIB3177-08 6-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g3510336 


BLAST score 


47 


E value 


3.0e-17 


Match length 


146 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K18J17, complete sequence [Arabidopsis thaliana 


Seq. No. 


165144 


Seq. ID 


LIB3177-086-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3242722 



22154 



RTiAST srore 


778 




E value 


3.0e-83 




Match length 


147 




% identity 


100 




NCBI Description 


(AC003040) 


putative acetone-cyanohydrin lyase [Arabidopsis 




thaliana] 




Seq. No. 


165145 




Seq. ID 


LIB3177-08 


6-P1-K1-C10 


Method 


BLASTX 




NCBI GI 


g4582787 




BLAST score 


473 




E value 


1.0e-47 




Match length 


109 




% identity 


82 




NCBI Description 


(AJ012281) 


adenosine kinase [Zea mays] 


Seq. No. 


165146 




Seq. ID 


LIB3177-08 


6-P1-K1-C11 


Method 


BLASTX 




NCBI GI 


g3273743 




BLAST score 


281 




E value 


2.0e-49 




Match length 


118 




% identity 


80 




NCBI Description 


(AF057357) 


lipid transfer protein 2 precursor [Arabidopsis 




thaliana] 


>gi 3786019 (AC005499) unknown protein 




[Arabidopsis thaliana] 


Seq. No. 


165147 




Seq. ID 


LIB3177-08 


6-P1-K1-C12 


Method 


BLASTX 




NCBI GI 


g399013 




BLAST score 


294 




E value 


2.0e-26 




Match length 


105 





% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



61 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR {ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175__emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

165148 

LIB3177-08 6-P1-K1-C2 

BLASTX 

g2058282 

371 

1.0e-35 

101 
76 

(X97377) atranbpla [Arabidopsis thaliana] 
165149 

LIB3177-08 6-P1-K1-C4 



22155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g4757409 

414 

O.Oe+OO 

443 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8 , complete sequence 

165150 

LIB3177-086-P1-K1-C5 

BLASTX 

g2832363 

656 

6.0e-69 

125 
100 

(Y14075) HMG protein [Arabidopsis thaliana] 
>gi_3367575_emb_CAA20027_ (AL031135) HMG delta protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165151 

LIB3177-086-P1-K1-C6 

BLASTN 

g4490324 

320 

1.0e-180 

340 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9A14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165152 

LIB3177-08 6-P1-K1-C7 

BLASTX 

g2246621 

342 

1.0e-32 

71 
96 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165153 

LIB3177-086-P1-K1-C8 

BLASTX 

g3914740 

491 

9.0e-50 

106 
91 

60S RIBOSOMAL PROTEIN L26 >gi_2160300__dbj_BAA18941_ 
(D78495) ribosomal protein [Brassica rapa] 



Seq. No. 
Seq. ID 
Method 



165154 

LIB3177-08 6-P1-K1-C9 
BLASTX 



22156 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g421826 
284 

1.0e-25 

73 
74 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165155 

LIB3177-086-P1-K1-D1 

BLASTN 

g4309683 

132 

2.0e-68 

152 

97 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165156 

LIB3177-08 6-P1-K1-D10 

BLASTX 

gll5767 

626 

2.0e-65 

119 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165157 

LIB3177-086-P1-K1-D11 

BLASTX 

g4585935 

499 

4.0e-58 
114 

100 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6__gb_AAD2877 0 . 1_AF134 123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165158 

LIB317 7-08 6-P1-K1-D12 

BLASTN 

g2584827 

173 

2.0e-92 

339 

98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 



22157 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165159 

LIB3177-086-P1-K1-D2 

BLASTX 

g4587541 

653 

1.0e-68 

132 

97 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T44453, gb_T04815, 
gb_T45993, gb_R30138, gb_AI099570 and gb__T22281 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165160 

LIB3177-08 6-P1-K1-D3 

BLASTN 

g3510347 

229 

1.0e-126 

373 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165161 

LIB3177-086-P1-K1-D4 

BLASTX 

g3157944 

308 

4.0e-59 

122 
94 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U7 97 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167 / gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z2654 5, gb_T20753 and gb_W43123 
come from this ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165162 

LIB3177-086-P1-K1-D6 

BLASTX 

g4741962 

280 

2.0e-50 

145 

54 

(AF134131) PsbS protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165163 

LIB3177-086-P1-K1-D7 

BLASTX 

g2119846 

323 

6.0e-58 
120 



22158 



% identity 


96 


NCBI Description 


chlorophyll a/b-binding protein type I precursor LhblB2 - 




ill. CIA-' — - kJ ul J L. 1 id JL _L CI J. id /'Ul 1U Ju^i CHLU v>^_rlr± *J 1 _/ \J \ z\ \J *a *± \j \J J 




photosystem II type I chlorophyll a /b binding protein 




[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 




II type I chlorophyll a/b binding protein [Arabidopsis 




thaliana] >gi_333737l (AC004481) photosystem II type I 




chlorophyll a/b binding protein [Arabidopsis thaliana] 


Seq. No. 


165164 


Seq. ID 


LIB3177-08 6-P1-K1-D8 


Method 


BLASTX 






BLAST score 


171 


E value 


3.0e-12 


Match length 


126 


% identity 


31 


NCBI Description 


(AL010186) pks4 [Mycobacterium tuberculosis] 


Seq. No. 


165165 


Seq. ID 


LIB3177-086-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3157944 


BLAST score 


356 


E value 


2.0e-34 


Match length 


75 


% identity 




NCBI Description 


(AC002131) Very strong similarity to aminomethyltransf erase 




precursor gb U7 9769 from Mesembryanthemum crystallinum. 




ESTs gb T43167, gb T21076, gb H36999, gb T22773, 




gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 




come from this ge 


Seq. No. 


165166 


Seq. ID 


LIB3177-08 6-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g3702732 


.OJ_l.fl.iJ J. OOVJJLC 


199 


E value 


1.0e-108 


Match length 


290 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MGF10, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165167 


Seq. ID 


LIB3177-086-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4581084 


DliriiJ 1 OUUlC 


9 ^fi 

_J vJ 


E value 


1.0e-142 


Match length 


298 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T30F21 genomic 




sequence, complete sequence 


Seq. No. 


165168 


Seq. ID 


LIB3177-08 6-P1-K1-E3 



22159 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4159706 

252 

1.0e-139 

381 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165169 

LIB3177-086-P1-K1-E4 

BLASTX 

g2497733 

143 

1.0e-35 

79 
99 

NONSPECIFIC LIPID- TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


165170 


Seq. ID 


LIB3177-08 6-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g598068 


BLAST score 


207 


E value 


1.0e-113 


Match length 


222 


% identity 


98 


NCBI Description 


Arabidopsis thaliana cinnamyl alcohol dehydrogenase 




mRNA, cds 3' end 


Seq. No. 


165171 


Seq. ID 


LIB3177-086-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl465367 


BLAST score 


64 


E value 


1.0e-27 


Match length 


128 


% identity 


88 


NCBI Description 


A. thaliana mRNA for RAP-1 protein 


Seq. No. 


165172 


Seq. ID 


LIB3177-086-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4455244 


BLAST score 


514 


E value 


2.0e-52 


Match length 


102 


% identity 


100 


NCBI Description 


(AL035523) MtN3-like protein [Arabidopsis thaliana] 


Seq. No. 


165173 


Seq. ID 


LIB3177-086-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4506635 



22160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

8.0e-37 

109 

65 

ribosomal protein L32 >gi_13288 6_sp_P024 33_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337__pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165174 

LIB3177-08 6-P1-K1-F10 

BLASTX 

g3298443 

280 

7 . 0e-25 

70 

73 

(AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165175 

LIB3177-08 6-P1-K1-F11 

BLASTX 

g3650028 

582 

3.0e-60 

134 
89 

(AC005396) putative 22 kDa peroxisomal membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method ~. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165176 

LIB317 7-08 6-P1-K1-F12 

BLASTX 

gll68728 

711 

2.0e-75 

132 

98 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165177 

LIB3177-08 6-P1-K1-F2 

BLASTN 

g3980374 

46 

4.0e-17 
146 

83 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22161 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165178 

LIB3177-086-P1-K1-F3 

BLASTX 

g3096931 

557 

2.0e-57 

113 

96 

(AL023094) 
thaliana] 



putative ribosomal protein S16 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165179 

LIB3177-086-P1-K1-F4 

BLASTX 

g282865 

400 

6.0e-39 

123 

70 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


165180 


Seq. ID 


LIB3177-08 6-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3738275 


BLAST score 


228 


E value 


1.0e-125 


Match length 


421 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165181 


Seq. ID 


LIB3177-08 6-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g2160716 


BLAST score 


430 


E value 


0.0e+00 


Match length 


442 


% identity 


99 


NCBI Description 


Arabidopsis thaliana GUT15 mRNA, complete cds 


Seq. No. 


165182 


Seq. ID 


LIB3177-08 6-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3287695 


BLAST score 


396 


E value 


2.0e-38 


Match length 


107 


% identity 


67 


NCBI Description 


(AC003979) Similar to hypothetical protein C34B7.2 



22162 



# • 

gb_172 9503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



beq. No. 


1 DO loo 


Seq. ID 


LIB3177-086-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl6428 


BLAST score 


124 


E value 


3.0e-63 


Match length 


245 


% identity 


98 


NCBI Description 


A. thaliana posF21 gene 


beq. Mo . 


1 C R 1 Q / 
i OD 1 0 4 


Seq. ID 


LIB3177-08 6-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2632059 


BLAST score 


655 


E value 


7.0e-69 


Match length 


145 


% identity 


88 


NCBI Description 


(AJ002596) patatin-like protein [Arabidopsis thaliana] 


Seq. No. 


165185 


Seq. ID 


LIB3177-0-8 6-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


303 


E value 


7.0e-28 


Match length 


63 


% identity 


95 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


165186 


Seq. ID 


LIB317 7-08 6-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4585935 


BLAST score 


714 


E value 


9.0e-76 


Match length 


134 


% identity 


100 


NCBI Description 


(AC007211) putative chlorophyll A/B binding protein 




[Arabidopsis thaliana] >gi__474194 6_gb_AAD2877 0 . 1_AF134 




(AF134123) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


165187 


Seq. ID 


LIB3177-08 6-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


745 


E value 


2.0e-79 


Match length 


144 


% identity 


97 


NCBI Description 


(U97200) cobalamin-independent methionine synthase 




[Arabidopsis thaliana] 



Seq. No. 165188 



22163 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-08 6-P1-K1-G3 

BLASTN 

g3348076 

189 

1.0e-102 

241 
95 

Arabidopsis thaliana isochorismate synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165189 

LIB3177-08 6-P1-K1-G4 

BLASTX 

gl363488 

315 

3.0e-29 

66 
95 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364__gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165190 

LIB3177-08 6-P1-K1-G5 

BLASTX 

gll9975 

408 

5.0e-40 

92 
90 

FERREDOXIN PRECURSOR >gi_99 692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165191 

LIB3177-086-P1-K1-G6 

BLASTX 

gl363489 

375 

3.0e-36 

102 

75 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_98 4052_emb_CAA615 92_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165192 

LIB3177-086-P1-K1-G7 

BLASTX 

g3892709 

448 

1.0e-44 

90 

98 



22164 




NCBI Description 


(AL033545) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


165193 




Seq. ID 


LIB3177-08 


6-P1-K1-G8 


Method 


BLASTX 




NCBI GI 


gl076440 




BLAST score 


374 




E value 


6.0e-36 




Match length 


84 




% identity 


86 




NCBI Description 


acyl-CoA binding protein - rape >gi_1076441_pir S491 




acyl-CoA binding protein - rape >gi_509265_emb_CAA543 




(X77134) acyl-CoA binding protein [Brassica napus] 


Seq. No. 


165194 




Seq. ID 


LIB3177-08 


6-P1-K1-H10 


Method 


BLASTX 




NCBI GI 


g2281089 




BLAST score 


55 




E value 


9.0e-32 




Match length 


74 




% identity 


82 




NCBI Description 


(AC002333) 


Sm protein F isolog [Arabidopsis thaliana] 


Seq. No. 


165195 




Seq. ID 


LIB3177-08 


6-P1-K1-H12 


Method 


BLASTN 




NCBI GI 


g3212846 




BLAST score 


139 




E value 


4.0e-72 




Match length 


390 




% identity 


100 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, 


complete sequence [Arabidopsis thaliana] 


Seq. No. 


165196 




Seq. ID 


LIB3177-08 


6-P1-K1-H2 


Method 


BLASTN 




NCBI GI 


g2264311 




BLAST score 


91 




E value 


6.0e-44 




Match length 


176 




% identity 


87 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MLN1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165197 




Seq. ID 


LIB3177-08 


6-P1-K1-H3 


Method 


BLASTX 




NCBI GI 


gl!5783 




BLAST score 


165 




E value 


7.0e-58 




Match length 


112 




% identity 


90 





NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 



22165 



® 



thaliana] 



Seq. No. 


165198 


Seq. ID 


LIB3177-086-P1-K1-H4 


Method 




NCBI GI 


g3510247 


BLAST score 


174 


E value 


5.0e-93 


Match length 


427 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F19D11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165199 


Seq. ID 


LIB3177-086-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g24 93052 


BLAST score 


373 


E value 


8.0e-36 


Match length 


70 


% identity 


100 


NCBI Description 


ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 




>gi_1655486_dbj_BAA13602_ (D88377) epsilon subunit of 




mitochondrial Fl-ATPase [Arabidopsis thaliana] 


Seq. No. 


165200 


Seq. ID 


LIB3177-086-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3201618 


BLAST score 


464 


E value 


2.0e-46 


Match length 


87 


% identity 


99 


NCBI Description 


(AC004669) Sop2p-like protein [Arabidopsis thaliana] 


Seq. No. 


165201 


Seq. ID 


LIB3177-086-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4455248 


BLAST score 


408 


E value 


7.0e-40 


Match length 


87 


% identity 


100 


NCBI Description 


(AL035523) acyl carrier-like protein [Arabidopsis thaliana] 


Seq. No. 


165202 


Seq. ID 


LIB3177-087-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2760327 


BLAST score 


339 


E value 


2.0e-32 


Match length 


65 


% identity 


71 


NCBI Description 


(AC002130) F1N21.12 [Arabidopsis thaliana] 


Seq. No. 


165203 


Seq. ID 


LIB3177-087-P1-K1-A10 



22166 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4733953 

270 

1.0e-150 

274 
100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F13011 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165204 

LIB3177-087-P1-K1-A12 

BLASTX 

g99736 

424 

5.0e-42 

88 
99 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16187_emb_CAA4 6814__ (X66016) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 

165205 

LIB3177-087-P1-K1-A2 

BLASTX 

gl32074 

576 

1.0e-59 

107 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165206 

LIB3177-087-P1-K1-A3 

BLASTN 

g2760168 

135 

3.0e-70 

151 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

165207 

LIB3177-087-P1-K1-A4 

BLASTX 

g2495365 

461 

2.0e-46 

105 
87 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



Seq. No. 



165208 



22167 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-087-P1-K1-A5 

BLASTX 

g4559369 

509 

1.0e-54 

114 
94 

(AC006585) putative Rieske iron-sulfur protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165209 

LIB3177-087-P1-K1-A7 

BLASTX 

g2464899 

551 

1.0e-56 

136 
81 

(Z99708) geranylgeranyl pyrophosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165210 
LIB317 
BLASTX 
g32731 
263 

3.0e-2 

60 
92 

(AB010 
>gi_33 
homolo 
(AB008 



7-087-P1-K1-A8 

96 

3 



915) responce regulatorl [Arabidopsis thaliana] 
23583 (AF057282) two- component response regulator 
g [Arabidopsis thaliana] >gi_3953597_dbj__BAA34726_ 
487) response regulator 4 [Arabidopsis thaliana] 



165211 

LIB3 177-08 7-P1-K1-A9 

BLASTX 

g466160 

370 

2.0e-35 

83 

84 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi__630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



165212 

LIB3177-087-P1-K1-B1 

BLASTX 

g464985 

163 

8.0e-12 

38 
82 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD $ 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



22168 



# 



>gi_398 699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165213 

LIB3177 

BLASTX 

g433717 

647 

6.0e-68 

132 

96 

(AC0064 
gb_T041 
gb_R900 
gb_AA72 



■087-P1-K1-B10 



16) ESTs gb_T20589, gb_T04648, gb_AA597906, 

11, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 

04, gb_T45020, gb__T42457, gb_T20921, gb_AA042762 and 

0210 come from this gene. [Arabidopsis thaliana] 



165214 

LIB3177-087-P1-K1-B12 

BLASTX 

gl32110 

631 

4.0e-66 

118 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4 •1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


165215 


Seq. ID 


LIB3177-087-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl651828 


BLAST score 


443 


E value 


5.0e-44 


Match length 


136 


% identity 


67 


NCBI Description 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp. 


Seq. No. 


165216 


Seq. ID 


LIB3177-087-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2677614 


BLAST score 


521 


E value 


3.0e-53 


Match length 


102 


% identity 


100 


NCBI Description 


(Y07625) NLM1 protein (NodLikeMipl ) [Arabidopsis thaliana] 


Seq. No. 


165217 


Seq. ID 


LIB3177-087-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


412 


E value 


9.0e-41 



22169 




Match length 81 
% identity 100 

NCBI Description GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAS T >gi_2 11752 0_pir JQ1 2 8 5 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1,13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165218 

LIB3177-087-P1-K1-B6 

BLASTX 

gl709203 

121 

3.0e-19 

73 
70 

MYO-INOSITOL-1 (OR 4 ) -MONOPHOSPHATASE 1 (IMP 1) (INOSITOL 
MONOPHOSPHATASE 1) >gi_1098977 (U39444) myo-inositol 
monophosphatase 1 [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165219 

LIB3177-087-P1-K1-B7 

BLASTX 

g4585882 

517 

9.0e-53 

104 

98 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165220 

LIB3177-087-P1-K1-B8 

BLASTN 

g2477521 

43 

8.0e-15 

417 
14 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165221 

LIB3177-087-P1-K1-C1 

BLASTX 

g3914740 

555 

4.0e-57 

138 
80 

60S RIBOSOMAL PROTEIN L26 >gi_21 60300_db j_BAAl 8 94 1_ 
(D78495) ribosomal protein [Brassica rapa] 



22170 



# 



Seq. No. 


165222 


Seq. ID 


LIB3177-087-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


-.1 Q-| /! £TQ C 


BLAST score 


300 


E value 


2.0e-27 


Match length 


76 


% identity 


78 


NCBI Description 


(Y12014) RAD23 protein, 


Seq. No. 


165223 


Seq. ID 


LIB3177-087-P1-K1-C11 


Method 


BLASTX 


urin T f~* T 
JNLbl bl 




BLAST score 


269 


E value 


1.0e-23 


Match length 


101 


% identity 


56 


NCBI Description 


(AL030978) putative prot 


Seq. No. 


165224 


Seq. ID 


LIB3177-087-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


gl769904 


BLAST score 


31 


E value 


1.0e-08 


Match length 


51 


% identity 


90 


NCBI Description 


A.thaliana psbP gene 


Seq. No. 


165225 


Seq. ID 


LIB3177-087-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl21075 


BLAST score 


459 


E value 


7.0e-46 


Match length 


140 


% identity 


69 


NCBI Description 


GLYCINE CLEAVAGE SYSTEM 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_4 45119_prf 1908425A Gly 

decarboxylase: SUBUNIT=H protein [Arabidopsis thaliana] 

165226 

LIB3177-087-P1-K1-C3 

BLASTX 

g2160694 

509 

5.0e-52 

101 

100 

(U73528) B ! regulatory subunit of PP2A [Arabidopsis 
thaliana] 



22171 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165227 

LIB3177-087-P1-K1-C4 

BLASTN 

g555977 

239 

1.0e-132 

251 
99 

Arabidopsis thaliana metallothionein-like protein (AtMT-q) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165228 

LIB3177-087-P1-K1-C5 

BLASTX 

gl809305 

348 

8.0e-34 

86 

95 

(U72241) histone Hl-3 [Arabidopsis thaliana] >gi_1809315 
(U73781) histone Hl-3 [Arabidopsis thaliana] 

>gi_4406813__gb_AAD20121_ (AC006201) Histone HI [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165229 

LIB3177-087-P1-K1-C7 

BLASTX 

g3023848 

332 

4.0e-31 

64 

100 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD- 40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165230 

LIB3177-087-P1-K1-C8 

BLASTX 

gl769907 

580 

5.0e-60 

125 
88 

(X92975) xyloglucan endo-transglycosylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165231 

LIB3177-087-P1-K1-C9 

BLASTX 

g2129672 

318 

2.0e-29 

104 

62 

photosystem II reaction center protein, 



6. IK - Arabidopsis 



22172 



& 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_950023_emb_CAA622 96_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



165232 

LIB3177-087-P1-K1-D1 

BLASTX 

g629562 

454 

2.0e-45 

107 
87 

sulfate adenylyltrans 
thaliana >gi_2129743j 
adenylyltransf erase ( 
Arabidopsis thaliana 
sulfate adenylyltrans 
>gi_1228104 (U06276) 
>gi_1378028 (U40715) 
thaliana] >gi_1575324 
thaliana] 



f erase (EC 2.7.7.4) - Arabidopsis 
pir S68024 sulfate 

EC 2.7.7.4) precursor (clone APS2) - 
>gi_487404_emb_CAA557 99__ (X79210) 
ferase [Arabidopsis thaliana] 
ATP sulfurylase [Arabidopsis thaliana] 
ATP sulfurylase precursor [Arabidopsis 
(U59737) ATP sulfurylase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165233 

LIB3177-087' 

BLASTX 

g2119848 

587 

6.0e-61 

109 

100 

chlorophyll 
Arabidopsis 
photosystem 

[Arabidopsis 
photosystem 

[Arabidopsis 
photosystem 

[Arabidopsis 



P1-K1-D10 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165234 

LIB3177-087-P1-K1-D11 . 

BLASTN 

g4490324 

209 

1.0e-114 

260 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

165235 

LIB3177-087-P1-K1-D12 

BLASTX 

gll75010 

89 

1.0e-36 

98 



T9A14 



22173 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



84 

PLASMA MEMBRANE INTRINSIC PROTEIN 1A >gi_629540_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_4 72873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

165236 

LIB3177-087-P1-K1-D2 

BLASTX 

gl21907 

346 

1.0e-32 

129 
59 

HISTONE HI. 2 >gi__70682_pir HSMU12 histone HI. 2 - 

Arabidopsis thaliana >gi_16320_emb__CAA44 316_ (X62459) 
Histone Hl-2 [Arabidopsis thaliana] >gi_1946357 (U93215) 
histone H1-2C [Arabidopsis thaliana] 

165237 

LIB3177-087-P1-K1-D3 

BLASTX 

g4240122 

409 

4.0e-40 

86 
97 

(AB007802) cytochrome b5 [Arabidopsis thaliana] 
165238 

LIB3177-087-P1-K1-D4 

BLASTN 

gl769904 

191 

1.0e-103 

199 

99 



NCBI Description A. thaliana psbP gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



165239 

LIB3177-087-P1-K1-D6 

BLASTX 

gl363492 

575 

2.0e-59 

147 

73 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X837 67) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

165240 

LIB3177-087-P1-K1-D7 

BLASTN 

g3212846 

4 60 



22174 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

460 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165241 

LIB3177-087-P1-K1-D8 

BLASTX 

g2119846 

680 

9.0e-72 

133 
97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165242 

LIB3177-087-P1-K1-D9 

BLASTX 

gl742963 

538 

4.0e-55 

104 
100 

(Y09944) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] 

165243 

LIB3177-087-P1-K1-E1 

BLASTX 

gl703108 

670 

1.0e-70 

129 

100 

ACT IN 2/7 >gi_2129525j?ir S71210 actin 2 - Arabidopsis 

thaliana >gi_212 9528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165244 

LIB317 7-087-P1-K1-E10 

BLASTX 

g481812 

269 

8.0e-24 

51 

53 

DNA-binding protein GT-2 
>gi_4 164 9 0_emb_CAA5 1 2 8 9_ 



- Arabidopsis thaliana 

(X72780) GT-2 factor [Arabidopsis 



22175 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165245 

LIB3177-087-P1-K1-E2 

BLASTX 

gll5767 

622 

5.0e-65 

118 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165246 

LIB3177-087-P1-K1-E3 

BLASTN 

g4220645 

250 

1.0e-138 

250 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165247 

LIB3177-087-P1-K1-E4 

BLASTX 

gl32110 

457 

9.0e-46 

93 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165248 

LIB3177-087-P1-K1-E6 

BLASTN 

g4454587 

128 

4.0e-66 

140 
98 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



165249 

LIB3177-087-P1-K1-E7 



22176 



Method 


BLASTN 


NCBI GI 


g4558586 


D-brio l score 




E value 


1.0e-148 


Match length 


279 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




complete sequence 


Seq. No. 


165250 


Seq. ID 


LIB3177-087-P1-K1-E8 


Method 


BLASTN 




y JL / D _? Z> U 4 


BLAST score 


36 


E value 


1.0e-ll 


Match length 


40 


% identity 


97 


NCBI Description 


A. thaliana psbP gene 


Seq. No. 


165251 


Seq. ID 


LIB3177-087-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2959736 


BLAST score 


/ICC 


E value 


2.0e-45 


Match length 


143 


% identity 


62 


NCBI Description 


(Y13651) homologous 




[Arabidopsis thalian 


Seq. No. 


165252 


Seq. ID 


LIB3177-087-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gll69278 


BLAST score 


305 


E value 


9.0e-28 


Match length 


83 



% identity 

■NCBI Description 



86 

DEHYDRIN ERD14 >gi_5 5647 4_db j _BAA0 4 5 6 9_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165253 

LIB3177-087-P1-K1-F11 

BLASTX 

g2129637 

98 

5.0e-04 

72 
19 

low temperature-induced protein cor47 - Arabidopsis 
thaliana >gi_97564 6_emb_CAA624 4 9_ (X90959) dehydrin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165254 

LIB3177-087-P1-K1-F12 

BLASTX 

g2118220 



22177 



® 



BLAST score 

E value 

Match length 

% identity 

NCBl Description 



403 

3.0e-39 

115 

51 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165255 

LIB3177-087-P1-K1-F2 

BLASTX 

g464621 

666 

4.0e-70 

157 
82 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi__28 037 4_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystal linum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165256 

LIB3177-08 7-P1-K1-F3 

BLASTX 

gll45697 

557 

2.0e-57 

115 
97 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165257 

LIB3177-087-P1-K1-F4 

BLASTN 

g2656024 

61 

1.0e-25 

243 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



165258 

LIB3177-087-P1-K1- 

BLASTN 

g3805839 

143 

8.0e-75 



F5 



22178 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 

165259 

LIB3177-087-P1-K1-F6 

BLASTN 

g3399678 

208 

1.0e-113 

432 

100 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

165260 

LIB3177-087-P1-K1-F7 

BLASTX 

gll5783 

534 

9.0e-55 

105 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



HD-ZIP PROTEIN 5) 
S16325 homeotic 



165261 

LIB3177-087-P1-K1-F8 
BLASTX 
g399900 
471 

2.0e-47 

106 
87 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HATS 

(HD-ZIP PROTEIN ATHB-1) >gi_99 65 9_pir 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329__emb__CAA41625_ (X58821) Athb-1 protein 

[Arabidopsis thaliana] 

165262 

LIB3177-087-P1-K1-G1 

BLASTX 

g2244759 

504 

3.0e-51 

112 

85 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
165263 

LIB3177-087-P1-K1-G11 

BLASTX 

g2062164 



22179 



rsLiAbi score 


R ^ C 


E value 


5.0e-55 


Match length 


101 


% identity 


99 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidops. 




thaliana] 


Seq. No. 


165264 


Seq. ID 


LIB3177-087-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


535 


E value 




Match length 


114 


% identity 


89 


NCBI Description 


chlorophyll a/b-binding protein CP29 - Arabidopsis thali 




>gi_298036__emb_CAA50712_ (X71878) CP29 [Arabidopsis 




thaliana] 


Seq. No. 


165265 


Seq. ID 


LIB3177-087-P1-K1-G2 


Method 


BLASTX 




rr^^il 1 Aid 
yO 14 / 


BLAST score 


157 


E value 


2.0e-10 


Match length 


88 


% identity 


36 


NCBI Description 


(AJ000513) hypothetical protein [ Pseudanabaena sp.] 


Seq. No. 


165266 


Seq. ID 


LIB3177-087-P1-K1-G3 


Method 


BLASTX 




nA 67flQ9^ 


BLAST score 


173 


E value 


2.0e-12 


Match length 


53 


% identity 


62 


NCBI Description 


(AL049711) putative protein [Arabidopsis thaliana] 


Seq. No. 


165267 


Seq. ID 


LIB3177-087-P1-K1-G4 


Method 


BLASTN 


NCBI GI 


g4757414 


£5 i_ir\D 1 bOUIc 


77 


E value 


2.0e-35 


Match length 


179 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MYF24, complete sequence 


Seq. No. 


165268 


Seq. ID 


LIB3177-087-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4757407 


BLAST score 


265 


E value 


1.0e-147 


Match length 


265 



22180 



% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MQD19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165269 

LIB3177-087-P1-K1-G6 

BLASTX 

g3386615 

514 

4.0e-60 

123 

100 

(AC004665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165270 

LIB3177-087-P1-K1-G7 

BLASTX 

gl32110 

570 

6.0e-59 

107 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_680 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165271 

LIB3177-087-P1-K1-G9 

BLASTN 

g4587641 

212 

1.0e-116 

266 
100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAp F20D21 genomic 



165272 

LIB3177-087-P1-K1-H1 

BLASTX 

gl435022 

226 

2.0e-18 

98 
46 

(D26576) DNA-binding protein [Daucus carota] 
165273 

LIB3177-087-P1-K1-H10 

BLASTN 

g3335356 

365 

0.0e+00 



22181 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 
99 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

165274 

LIB3177-087-P1-K1-H11 

BLASTN 

g3128138 

408 

0.0e+00 

453 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFO20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165275 

LIB3177-087-P1-K1-H12 

BLASTX 

g4558661 

622 

4.0e-65 

121 
99 

(AC0070 63) putative malate oxidoreductase (NAD) 
[Arabidopsis thaliana] 



Seq. No. 


165276 


Seq. ID 


LIB3177-087-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4200249 


BLAST score 


232 


E value 


3.0e-19 


Match length 


115 


% identity 


42 


NCBI Description 


(AL035297) hypothetical prot< 


Seq. No. 


165277 


Seq. ID 


LIB3177-087-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4589965 


BLAST score 


110 


E value 


6.0e-44 


Match length 


97 


% identity 


95 


NCBI Description 


(AC007169) putative glyoxala 


Seq. No. 


165278 


Seq. ID 


LIB3177-087-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


254 


E value 


1.0e-141 


Match length 


275 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic 




MLN21, complete sequence 



[Arabidopsis thaliana] 



22182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165279 

LIB3177-087-P1-K1-H5 

BLASTX 

g!13026 

676 

2.0e-71 

131 
93 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi__447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 


165280 




Seq. ID 


LIB3177-08 


7-P1-K1-H6 


Method 


BLASTX 




NCBI GI 


g4006934 




BLAST score 


473 




E value 


1.0e-47 




Match length 


112 




% identity 


79 




NCBI Description 


(AJ012571) 


glutathione 


Seq. No. 


165281 




Seq. ID 


LIB3177-08 


7-P1-K1-H7 


Method 


BLASTX 




NCBI GI 


g4538963 




BLAST score 


546 




E value 


4.0e-56 




Match length 


136 




% identity 


79 




NCBI Description 


(AL049488) 


chlorophyll 




[Arabidops 


is thaliana] 




(AF134129) 


Lhcb5 prote 


Seq. No. 


165282 




Seq. ID 


LIB3177-08 


7-P1-K1-H8 


Method 


BLASTX 




NCBI GI 


g4582468 




BLAST score 


389 




E value 


5.0e-38 




Match length 


86 




% identity 


92 





NCBI Description 



(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165283 

LIB3177-087-P1-K1-H9 

BLASTX 

g2129672 

275 

2.0e-24 

98 



22183 



% identity 

NCBI Description 



59 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296__ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 





Seq. No. 


165284 




Seq. ID 


LIB3177-088-P1-K1-A1 




Method 


BLASTX 




NCBI GI 


gl769905 




BLAST score 


523 




E value 


2.0e-53 




Match length 


141 




% identity 


72 




NCBI Description 


(X98108) 23 kDa polypeptide c 






[Arabidopsis thaliana] 




Seq. No. 


165285 




Seq. ID 


LIB3177-088-P1-K1-A10 




Method 


BLASTX 




NCBI GI 


g4454049 




BLAST score 


336 





E value 


2.0e-31 




Match length 


122 




% identity 


61 


m 


NCBI Description 


(AL035394) 98b like protein 




Seq. No. 


165286 




Seq. ID 


LIB3177-088-P1-K1-A11 


u 


Method 


BLASTX 




NCBI GI 


g3868857 




BLAST score 


448 




E value 


1.0e-44 




Match length 


86 


* 


% identity 


99 




NCBI Description 


(AB013886) RAVI [Arabidopsis 




Seq. No. 


165287 




Seq. ID 


LIB3177-08 8-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g421826 




BLAST score 


281 




E value 


2.0e-25 




Match length 


75 




% identity 


71 




NCBI Description 


chlorophyll a/b-binding prot 






>gi_2 98036_emb_CAA50712_ (X7 






thaliana] 




Seq. No. 


165288 




Seq. ID 


LIB3177-088-P1-K1-A3 




Method 


BLASTX 




NCBI GI 


gl755156 




BLAST score 


513 




E value 


3.0e-52 




Match length 


113 




% identity 


88 



Arabidopsis thaliana 



22184 




NCBI Description (U75189) germin-like protein [Arabidopsis thaiiana] 

>gi_1755158 (U75190) germin-like protein [Arabidopsis 
thaiiana] >gi_1755170 (U75196) germin-like protein 

[Arabidopsis thaiiana] >gi_1755172 (U75197) germin-like 
protein [Arabidopsis thaiiana] >gi_1755180 (U75201) 
germin-like protein [Arabidopsis thaiiana] >gi_1755190 

(U75206) germin-like protein [Arabidopsis thaiiana] 
>gi_1934728 (U95035) germin-like protein [Arabidopsis 
thaiiana] >gi_4154285 (AF090733) germin-like protein 1 

[Arabidopsis thaiiana] >gi_4 666248_dbj_BAA77207 . 1_ (D89055) 
germin-like protein precursor [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165289 

LIB3177-088-P1-K1-A4 

BLASTX 

g2244894 

461 

3.0e-46 

110 
79 

(Z97338) similarity to cycloartenol synthase [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165290 

LIB3177-088-P1-K1-A5 

BLASTN 

g4388714 

192 

1.0e-104 

377 

76 

Arabidopsis thaiiana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 

165291 

LIB3177-088-P1-K1-A6 

BLASTX 

g541858 

662 

1.0e-69 

130 
97 

endoxyloglucan transferase - Arabidopsis thaiiana 
>gi_4 69484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaiiana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165292 

LIB3177-088-P1-K1-A7 

BLASTX 

g4049348 

266 

3.0e-23 

60 

82 

(AL034567) putative protein [Arabidopsis thaiiana] 



22185 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165293 

LIB3177-088-P1-K1-A8 

BLASTN 

g2262135 

340 

0.0e+00 

432 

100 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165294 

LIB3177-088-P1-K1-A9 

BLASTN 

g3080352 

87 

3.0e-41 

101 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165295 

LIB3177-088-P1-K1-B1 

BLASTX 

g4586256 

491 

1.0e-49 

95 
100 

(AL04 9640) probable photosystem I 
[Arabidopsis thaliana] 



chain XI precursor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165296 

LIB3177-088-P1-K1-B11 

BLASTX 

g2119846 

618 

1.0e-64 

127 

94 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165297 

LIB3177-08* 

BLASTX 

gl!5783 

596 

5.0e-62 

113 

100 



-P1-K1-B12 



22186 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165298 

LIB3177-088-P1-K1-B3 

BLASTX 

g4538963 

642 

2.0e-67 

118 
77 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 


165299 


Seq. ID 


LIB3177-088-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4262229 


BLAST score 


403 


E value 


1.0e-51 


Match length 


115 


% identity 


95 


NCBI Description 


(AC006200) unknown protein [Arabidopsis thaliana] 


Seq. No. 


165300 


Seq. ID 


LIB3177-088-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2584827 


BLAST score 


253 


E value 


1.0e-140 


Match length 


273 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


165301 


Seq. ID 


LIB3177-088-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g4512690 


BLAST score 


304 


E value 


1.0e-170 


Match length 


336 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F11A3 genomic 




sequence, complete sequence 



Seq. No. 165302 

Seq. ID LIB3177-088-P1-K1-B7 

Method BLASTX 

NCBI GI g2149640 

BLAST score 675 

E value 3.0e-71 

Match length 137 

% identity 97 



22187 



NCBI Description (U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165303 

LIB3177-088-P1-K1-B9 

BLASTX 

gll69476 

654 

9.0e-69 

125 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) (VITRONECT IN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165304 

LIB3177-088-P1-K1-C10 

BLASTX 

gl35449 

185 

4.0e-14 

50 
72 

TUBULIN BETA-1 CHAIN >gi_100 932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165305 

LIB3177-088-P1-K1-C11 

BLASTX 

g2129634 

311 

1.0e-28 

121 
54 

lectin-like protein - Arabidopsis thaliana 

>gi_995 619_emb_CAA62665_ (X91259) lectin like protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165306 

LIB3177-088-P1-K1-C12 

BLASTN 

g4757409 

32 

2.0e-08 

384 

71 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165307 

LIB3177-088-P1-K1-C2 

BLASTX 

g3548803 

285 

2.0e-25 

129 

44 



22188 



NCBI Description 



(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


165308 




Seq. ID 


LIB3177-088 


-P1-K1-C3 


Method 


BLASTX 




NCBI GI 


gl66765 




BLAST score 


561 




E value 


6.0e-58 




Match length 


107 




% identity 


100 




NCBI Description 


(M23106) heat shock protein HSP70-1 


Seq. No. 


165309 




Seq. ID 


LIB3177-088 


-P1-K1-C4 


Method 


BLASTX 




NCBI GI 


g2062160 




BLAST score 


422 




E value 


1.0e-41 




Match length 


104 




% identity 


37 




NCBI Description 


(AC001645) 


jasmonate inducible prot< 




thaliana] 




Seq. No. 


165310 




Seq. ID 


LIB3177-088 


-P1-K1-C5 


Method 


BLASTX 




NCBI GI 


g4455242 




BLAST score 


347 




E value 


7.0e-33 




Match length 


69 




% identity 


97 




NCBI Description 


(AL035523) 


geranylgeranylated prote 




thaliana] 




Seq. No. 


165311 




Seq. ID 


LIB3177-088 


-P1-K1-C6 


Method 


BLASTX 




NCBI GI 


g4454036 




BLAST score 


543 




E value 


7.0e-56 




Match length 


100 




% identity 


100 





NCBI Description 



(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165312 

LIB3177-088-P1-K1-C7 

BLASTX 

gl36636 

432 

1.0e-42 

80 
99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 
LIGASE 1} (UBIQUITIN CARRIER PROTEIN 1) 



(UBIQUITIN-PROTEIN 



22189 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076424_pir S43781 ubiquitin-conj ugating enzyme UBC1 - 

Arabidopsis thaliana >gi_442594_pdb__lAAK_ Ubiquitin 
Conjugating Enzyme (E.C. 6.3.2.19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

165313 

LIB3177-088-P1-K1-C9 

BLASTX 

gll68748 

652 

2.0e-68 

128 
63 

CALMODULIN-4 >gi_47 9693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA7 8057__ (Z12022) 
calmodulin [Arabidopsis thaliana] 

165314 

LIB3177-088-P1-K1-D1 

BLASTX 

g541799 

54 

2.0e-09 

35 
100 

light -harvesting chlorophyll a/b-binding protein - ginkgo 
>gi_349443 (L23107) light-harvesting chlorophyll a/b 
binding protein of photosystem II [Ginkgo biloba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165315 

LIB3177-088-P1-K1-D10 

BLASTN 

g3738275 

333 

0.0e+00 

333 

100 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165316 

LIB3177-088-P1-K1-D11 

BLASTN 

g4662640 

344 

0. 0e+00 

344 

30 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 



165317 

LIB3177-088-P1-K1-D12 
BLASTX 



22190 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5783 
567 

1.0e-58 

106 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165318 

LIB3177-088-P1-K1-D2 

BLASTX 

g3913733 

498 

1.0e-50 

95 

99 

HYDROXYACYLGLUTATHIONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_1924921_emb_CAA69644_ (Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 

165319 

LIB3177-088-P1-K1-D3 

BLASTX 

g2980768 

545 

6.0e-56 

148 
70 

(AL022198) putative protein [Arabidopsis thaliana] 
165320 

LIB3177-088-P1-K1-D4 

BLASTX 

g3882081 

594 

8.0e-62 

123 

33 

(AJ012552) polyubiquitin [Vicia faba] 
165321 

LIB3177-088-P1-K1-D5 

BLASTX 

gl31398 

451 

4.0e-45 

107 

86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb__N37520, 



22191 




gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165322 

LIB3177-088-P1-K1-D6 

BLASTN 

g3892698 

71 

1.0e-31 

297 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165323 

LIB3177-088-P1-K1-D7 

BLASTX 

gl575699 

510 

7.0e-52 

102 

98 

(U70478) putative leucoanthocyanidin dioxygenase 
[Arabidopsis thaliana] >gi__3292813_emb_CAA19803_ (AL031018) 
putative leucoanthocyanidin dioxygenase (LDOX) [Arabidopsis 
thaliana] 



Seq. No. 


165324 


Seq. ID 


LIB3177-088-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g4587641 


BLAST score 


229 


E value 


1.0e-126 


Match length 


422 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F20D21 gene 




sequence, complete sequence 


Seq. No. 


165325 


Seq. ID 


LIB3177-088-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl2219 


BLAST score 


69 


E value 


2.0e-30 


Match length 


182 


% identity 


93 


NCBI Description 


Mustard chloroplast trnk gene for tRNA-Lys (UUU) 


Seq. No. 


165326 


Seq. ID 


LIB317 7-088-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g461899 


BLAST score 


614 


E value 


5.0e-64 


Match length 


127 


% identity 


98 


NCBI Description 


PEPTIDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST 



22192 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PPIASE) (ROTAMASE) (CYCLOPHILIN ) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) R0C4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

165327 

LIB3177-088-P1-K1-E10 

BLASTX 

g2583134 

364 

1.0e-34 

75 

92 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165328 

LIB3177-088-P1-K1-E11 

BLASTX 

g3047077 

714 

9.0e-76 

145 

99 

(AF058914) contains similarity to the conserved C-terminal 
domain of helicases (Pfam: helicase_C.hmm, score: 90.11), 
similar to DEAD-box helicases [Arabidopsis thaliana] 

165329 

LIB3177-088-P1-K1-E12 

BLASTX 

g2129772 

502 

7.0e-51 

113 
82 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

165330 

LIB3177-088-P1-K1-E2 

BLASTX 

gl709006 

340 

2.0e-32 

76 
86 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) >gi_726032 
(U17241) S-adenosylmethionine synthetase [Actinidia 
chinensis] 



Seq. No. 
Seq. ID 

Method 



165331 

LIB3177-088-P1-K1-E4 

BLASTX 



22193 



NCBI GI 


g4105696 


BLAST score 


559 


E value 


1.0e-57 


Match length 


102 


% identity 


99 


NCBI Description 


(AF04 9870) beta tubulin 1 [Arabidopsis 


Seq. No. 


165332 


Seq. ID 


LIB3177-088-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4589964 


BLAST score 


178 


E value 


8.0e-13 


Match length 


38 


% identity 


89 


NCBI Description 


(AC007169) delta 9 desaturase [Arabidop 


Seq. No. 


165333 


Seq. ID 


LIB3177-088-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g461550 


BLAST score 


302 


E value 


1.0e-27 


Match length 


97 


% identity 


66 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST 



>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma- subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165334 

LIB3177-088 

BLASTX 

g3660187 

217 

2.0e-17 

72 
54 

Chain A, E2 
The Destruct 
Chain B, E2 
The Destruct 
Chain C, E2 
The Destruct 
E2-C, An Ubi 
Destruction 



P1-K1-E7 



C, An Ubiquitin Conjugating Enzyme Required For 
ion Of Mitotic Cyclins >gi_3660188_pdbJLE2C_B 
C, An Ubiquitin Conjugating Enzyme Required For 
ion Of Mitotic Cyclins >gi_3660189_pdb_lE2C_C 
C, An Ubiquitin Conjugating Enzyme Required For 
ion Of Mitotic Cyclins >gi_4388942_pdb_2E2C_ 
quitin Conjugating Enzyme Required For The 
Of Mitotic Cyclins 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165335 

LIB3177-088-P1-K1-E8 

BLASTX 

g3914442 

226 

4.0e-19 

77 
61 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI 



PRECURSOR 



22194 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

165336 

LIB3177-088-P1-K1-E9 

BLASTX 

gl20667 

596 

5.0e-62 

123 
98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165337 

LIB3177-088-P1-K1-F1 

BLASTX 

gl402908 

537 

4.0e-55 

119 

88 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_44 55802_emb_CAB37193__ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165338 

LIB3177-088-P1-K1-F11 

BLASTN 

g3292807 

233 

1.0e-128 

379 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



165339 

LIB3177-088-P1-K1-F12 

BLASTX 

g4678948 

461 

2.0e-46 

93 
95 

(AL049711) putative protein [Arabidopsis thaliana] 
165340 

LIB3177-088-P1-K1-F2 

BLASTX 

gll71577 



22195 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

1.0e-ll 

100 
39 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
165341 

LIB3177-088-P1-K1-F3 

BLASTX 

gll5767 

626 

2.0e-65 

137 
84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165342 

LIB3177-088-P1-K1-F5 

BLASTX 

g3128217 

691 

4.0e-73 

141 

96 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337374 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165343 

LIB3177-088-P1-K1-F6 

BLASTN 

g3785992 

172 

5.0e-92 

322 
99 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165344 

LIB3177-088-P1-K1-F8 

BLASTX 

g2832661 

343 

2.0e-32 

115 

66 

(AL021710) pherophorin 
thaliana] 



like protein [Arabidopsis 



Seq. No. 



165345 



22196 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-G1 

BLASTX 

g4566505 

437 

3.0e-43 

131 

63 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

165346 

LIB317 7-088-P1-K1-G11 

BLASTX 

g2494144 

189 

3.0e-14 

64 
69 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165347 

LIB3177-088-P1-K1-G12 

BLASTX 

g4432860 

107 

1.0e-04 

122 
12 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

165348 

LIB3177-088-P1-K1-G2 

BLASTX 

gll4339 

521 

3.0e-53 

125 
83 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) 

>gi_67 974_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_166625 
(J04737) ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165349 

LIB3177-088-P1-K1-G3 

BLASTX 

g4102703 

662 

1.0e-69 

134 

99 

(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 
thaliana] 



Seq. No. 



165350 



22197 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-G4 

BLASTN 

g!1244 

377 

0. Oe+00 

392 

99 

A.thaliana chloroplast 
ribosomal protein 



DNA for transfer RNA-Ile and 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165351 

LIB3177-088-P1-K1-G5 

BLASTN 

g3510343 

157 

7.0e-83 

462 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



165352 

LIB3177-088-P1-K1-G6 

BLASTN 

g3201608 

307 

1.0e-172 

385 
99 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165353 

LIB3177-088-P1-K1-G7 

BLASTX 

gll45697 

591 

2.0e-61 

120 
51 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165354 

LIB3177-088-P1-K1-G9 

BLASTX 

gll75011 

566 

2.0e-58 

106 
100 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_2 96085_emb_CAA4 8356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



Seq. No. 



165355 



22198 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-088-P1-K1-H1 

BLASTX 

g2062167 

609 

2. 0e-63 

115 

100 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165356 

LIB3177-088-P1-K1-H10 

BLASTX 

gl21075 

555 

4.0e-57 

134 

84 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi_166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_861215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_445119_prf 1908425A Gly 

decarboxylase :SUBUNIT=H protein [Arabidopsis thaliana] 



Seq. No. 


165357 




Seq. ID 


LIB3177-08* 


3-P1-K1-H11 


Method 


BLASTX 




NCBI GI 


g2289011 




BLAST score 


581 




E value 


3.0e-60 




Match length 


131 




% identity 


40 




NCBI Description 


(AC002335) 


MYB transcription factor isolog [Arabidopsis 




thaliana] 




Seq. No. 


165358 




Seq. ID 


LIB3177-08 


3-P1-K1-H12 


Method 


BLASTX 




NCBI GI 


g4432856 




BLAST score 


686 




E value 


2.0e-72 




Match length 


135 




% identity 


99 




NCBI Description 


(AC006300) 


putative 2A6 protein [Arabidopsis thaliana] 


Seq. No. 


165359 




Seq. ID 


LIB3177-08 


8-P1-K1-H2 


Method 


BLASTX 




NCBI GI 


g2618723 




BLAST score 


463 




E value 


1.0e-46 




Match length 


96 




% identity 


92 




NCBI Description 


(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 




(AF040631) 


IAA17/AXR3 protein [Arabidopsis thaliana] 



22199 



>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


165360 




Seq. ID 


LIB3177-088 


-P1-K1-H3 


Method 


BLASTX 




NCBI GI 


g4508075 




BLAST score 


168 




E value 


2.0e-12 




Match length 


47 




% identity 


66 




NCBI Description 


(AC005882) 


50259 [Arabidopsis 


Seq. No. 


165361 




Seq. ID 


LIB3177-088 


-P1-K1-H4 


Method 


BLASTN 




NCBI GI 


gl66633 




BLAST score 


114 




E value 


3.0e-57 




Match length 


246 




% identity 


99 




NCBI Description 


Arabidopsis 


thaliana vacuolar 




mRNA, complete cds 


Seq. No. 


165362 




Seq. ID 


LIB3177-088 


-P1-K1-H5 


Method 


BLASTN 




NCBI GI 


g4589409 




BLAST score 


335 




E value 


0. 0e+00 




Match length 


375 




% identity 


97 




NCBI Description 


Arabidopsis 


thaliana genomic 




F17P19, complete sequence 


Seq. No. 


165363 




Seq. ID 


LIB3177-088 


-P1-K1-H8 


Method 


BLASTX 




NCBI GI 


g459009 




BLAST score 


166 




E value 


6.0e-12 




Match length 


46 




% identity 


65 





pyrophosphatase (AVP-3) 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(U00037) similar to multifunctional aminoacyl-tRNA 
synthetase, especially to the prolyl-tRNA synthetase region 
[Caenorhabditis elegans] 

165364 

LIB3177-088-P1-K1-H9 

BLASTX 

gl32110 

429 

2.0e-42 

84 
98 



22200 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165365 

LIB3177-089-P1-K1-A10 

BLASTX 

g3786017 

346 

3.0e-33 

69 

99 

(AC0054 99) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 

165366 

LIB317 7-08 9-P1-K1 -All 

BLASTN 

g4468103 

110 

3.0e-55 

197 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

165367 

LIB3177-089-P1-K1-A12 

BLASTX 

g4455284 

367 

2.0e-35 

82 
84 

(AL035527) beta-glucosidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165368 

LIB3177-089-P1-K1-A2 

BLASTN 

g207553 

34 

1.0e-09 

50 
92 

Rat transcription factor UBF2 mRNA 
165369 

LIB3177-089-P1-K1-A3 

BLASTX 

gll5767 

492 

6.0e-50 

93 



22201 




% identity 100 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_163 68_emb_CAA27 54 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP- AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165370 

LIB3177-089-P1-K1-A4 

BLASTX 

gl!68258 

478 

3.0e-48 

114 
85 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165371 

LIB3177-089-P1-K1-A5 

BLASTX 

g2119846 

549 

1.0e-56 

107 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 5790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165372 

LIB3177-089-P1-K1-A6 

BLASTN 

g2244788 

102 

2.0e-50 

170 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165373 

LIB3177-089-P1-K1-A7 

BLASTN 

g4467094 

151 

1.0e-79 

232 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 



F20D10 



22202 



II 



(ESSA project) 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165374 

LIB3177-089-P1-K1-A8 

BLASTN 

g4467094 

39 

1.0e-12 

135 
82 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 

165375 

LIB3177-089-P1-K1-B1 

BLASTN 

g4741959 

122 

3.0e-62 

168 
93 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165376 

LIB3177-08 9-P1-K1-B10 

BLASTX 

gl!72873 

313 

4.0e-34 
114 

70 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857 _pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619__dbj_BAA02374 
(D13043) thiol protease [Arabidopsis thaliana] ~~ 

165377 

LIB3177-089-P1-K1-B11 

BLASTX 

g3273743 

597 

3.0e-62 

116 

98 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unknown protein 
[Arabidopsis thaliana] 

165378 

LIB3177-089-P1-K1-B12 

BLASTN 

g2358139 

248 

1.0e-137 

342 
99 



22203 



NCBI Description 



Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 



Seq. No. 


165379 


Seq. ID 


LIB31 77-08 9-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl621463 


BLAST score 


49 


E value 


3.0e-51 


Match length 


134 


% identity 


75 


NCBI Description 


(U73104) laccase [Li 


Seq. No. 


165380 


Seq. ID 


LIB3177-08 9-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g3985932 


BLAST score 


73 


E value 


8.0e-33 


Match length 


326 


% identity 


83 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



K22J17, complete sequence [Arabidopsis thaliana] 
165381 

LIB3177-089-P1-K1-B4 

BLASTX 

g2252863 

305 

5.0e-28 

96 

31 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

165382 

LIB3177-08 9-P1-K1-B5 

BLASTX 

g2252863 

285 

2.0e-25 

99 

53 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

165383 

LIB3177-089-P1-K1-B7 

BLASTX 

g2760833 

427 

5.0e-50 

105 

97 

(AC003105) unknown protein [Arabidopsis thaliana] 



Seq. No. 



165384 



22204 



Seq. ID 


LIB3177-089-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3286693 


BLAST score 


645 


E value 


9.0e-68 


Match length 


130 


% identity 


99 


NCBI Description 


(Y15433) 33 kDa polypeptide of oxygen-evolving complex 




(OEC) in photosystem II [Arabidopsis thaliana] 


Seq. No. 


165385 


Seq. ID 


LIB3177-08 9-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3608126 


BLAST score 


308 


E value 


1.0e-173 


Match length 


370 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T32F12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165386 


Seq. ID 


LIB3177-08 9-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl710424 


BLAST score 


528 


E value 


5.0e-54 


Match lencrth 


123 


% identity 


88 


NCBI Description 


SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 




>gi_2129718_pir S71282 ribosomal protein L21 - Arabidops 




thaliana >giJL14 9573_emb_CAA89887_ (Z49787) chloroplast 




ribosomal large subunit protein L21 [Arabidopsis thaliana 


Seq. No. 


165387 


Seq. ID 


LIB3177-08 9-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


a3894197 


BLAST score 


685 


E value 


2.0e-72 


Match length 


136 


% identity 


97 


NCBI Description 


(AC005662) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


165388 


Seq. ID 


LIB3177-089-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4589428 


BLAST score 


44 6 


E value 


0. 0e+00 


Match length 


488 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MFH8, complete sequence 


Seq. No. 


165389 


Seq. ID 


LIB3177-089-P1-K1-C4 



22205 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080395 

254 

7.0e-22 

103 

61 

(AL022603) hypothetical protein [Arabidopsis thaliana] 
165390 

LIB3177-08 9-P1-K1-C6 

BLASTX 

gl208408 

344 

6.0e-33 

74 

91 

(D14824) nitrite reductase [Arabidopsis thaliana] 
>gi_2289780_dbj_BAA21672_ (AB006032) nitrite reductase 
[Arabidopsis thaliana] >gi_4335728_gb_AAD17406_ (AC006248) 
nitrate reductase [Arabidopsis thaliana] 



Seq. No. 


165391 


Seq. ID 


LIB3177-089-P1-K1-C7 


Method 


BLASTX 


NPRT (IT 


yOJO / oU 


BLAST score 


703 


E value 


2.0e-74 


Match length 


135 


% identity 


100 


NCBI Description 


(D26609) transmembrane protein [Arabidopsi 


Seq. No. 


165392 


Seq. ID 


LIB3177-089-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4454004 


BLAST score 


362 


E value 


0.0e+00 


Match length 


374 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


165393 


Seq. ID 


LIB3177-089-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


342 


E value 


3.0e-32 


Match length 


94 


% identity 


59 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


165394 


Seq. ID 


LIB3177-08 9-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


698 



F24A6 



22206 



9 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



7.0e-74 

143 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A2 9280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165395 

LIB3177-089-P1-K1-D11 

BLASTX 

gl922937 

477 

4.0e-48 

93 

100 

(AC000106) Similar to Glycine SRC 2 (gb_AB000130) . ESTs 
gb_H76869,gb_T21700,gb__ATTS5089 come from this gene. 
[Arabidopsis thaliana] 

165396 

LIB3177-08 9-P1-K1-D12 

BLASTX 

gl31398 

586 

9.0e-61 

135 
88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 4 1__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb__N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

165397 

LIB3177-08 9-P1-K1-D3 

BLASTN 

g3763944 

120 

7. Oe-61 

372 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

165398 

LIB3177-089-P1-K1-D4 
BLASTX 
g2062161 
165 



BAC clone F28A23 



22207 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-ll 

140 
15 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

165399 

LIB3177-089-P1-K1-D6 

BLASTX 

gl33938 

563 

5.0e-58 

147 
75 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_708 66__pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 

165400 

LIB3177-08 9-P1-K1-D7 

BLASTX 

g4741952 

563 

4.0e-58 

108 

73 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165401 

LIB3177-08 9-P1-K1-D8 

BLASTN 

g3548797 

116 

2.0e-58 

348 

95 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165402 

LIB3177-089-P1-K1-D9 

BLASTX 

g4490737 

577 

9.0e-60 

126 
90 

(AL035708) putative protein [Arabidopsis thaliana] 
165403 

LIB3177-08 9-P1-K1-E10 

BLASTX 

g3869280 

610 

2.0e-63 
151 



22208 



% identity 


74 


NCBI Description 


(AF064786) beta-galactosidase precursor 


Seq. No. 


165404 


Seq. ID 


LIB3177-08 9-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


cr3236240 


BLAST score 


62 


E value 


9.0e-46 


Match length 


117 


% identity 


77 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis 


Seq. No. 


165405 


Seq. ID 


LIB3177-089-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


629 


E value 


7.0e-66 


Match length 


114 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir__ 
ribulose-bisphosphate carboxylase (EC 4.1 
Al precursor - Arabidopsis thaliana 



_RKMUA1 

1.39) small chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165406 

LIB3177-08 9-P1-K1-E3 

BLASTN 

g3152602 

256 

1.0e-142 

328 

99 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165407 

LIB3177-08 9-P1-K1-E5 

BLASTX 

gl363489 

95 

1.0e-55 

114 
95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

165408 

LIB3177-08 9-P1-K1-E6 

BLASTX 

g421836 

503 

3.0e-51 

102 
99 



22209 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



G-box-binding factor GF14 - Arabidopsis thaliana >gi 553040 
(M96855) GF14 [Arabidopsis thaliana] 

165409 

LIB3177-089-P1-K1-E7 

BLASTX 

g461903 

226 

4.0e-19 

50 
92 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_405129 
(L14844) cyclophilin [Arabidopsis thaliana] 
>gi_44 90326_emb_CAB38608.1_ (AL035656) peptidylprolyl 
isomerase ROC1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165410 

LIB3177-08 9-P1-K1-E8 

BLASTN 

gl707006 

304 

1.0e-170 

357 

99 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165411 

LIB3177-089-P1-K1-E9 

BLASTN 

g4589434 

148 

1.0e-77 

263 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

165412 

LIB3177-089-P1-K1-F1 

BLASTN 

gl66695 

107 

2.0e-53 

138 
93 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

165413 

LIB3177-089-P1-K1-F11 

BLASTX 

g4204285 

342 

3.0e-32 

80 



22210 



II 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

165414 

LIB3177-089-P1-K1-F2 

BLASTN 

g3193282 

77 

1.0e-35 

132 
90 

Arabidopsis thaliana BAC T14P8 
165415 

LIB3177-089-P1-K1-F3 

BLASTX 

gl35860 

62 9 

3.0e-67 

147 
67 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 
(AQUAPORIN-TIP) >gi_99761j?ir__S22202 tonoplast intrinsic 
protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_44 512 9_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

165416 

LIB3177-089-P1-K1-F4 

BLASTN 

g2688838 

94 

2.0e-45 

198 

87 

Thlaspi goesingense ATP phosphoribosyltransf erase (THG1) 
mRNA, complete cds 

165417 

LIB3177-089-P1-K1-F5 

BLASTX 

g2119846 

745 

2. Oe-79 

148 

95 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



22211 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165418 

LIB3177-089-P1-K1-F6 

BLAST N 

gl946354 

319 

1.0e-179 

379 
96 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

165419 

LIB3177-089-P1-K1-F7 

BLASTN 

g2618599 

66 

1.0e-28 

185 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

165420 

LIB3177-089-P1-K1-F8 

BLASTX 

gl769905 

272 

4 .Oe-24 

102 
57 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165421 

LIB3177-089-P1-K1-F9 

BLASTN 

g2656030 

33 

6.0e-09 

168 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MUL8 



clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165422 

LIB3177-089-P1-K1-G1 

BLASTX 

gl32074 

569 

7,0e-59 

105 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



22212 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165423 

LIB3177-089-P1-K1-G10 

BLASTX 

g730645 

675 

3.0e-71 

144 
92 

40S RIBOSOMAL PROTEIN S15 >gi_62 955 6_jpir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165424 

LIB3177-08 9-P1-K1-G12 

BLASTN 

g3386593 

230 

1.0e-126 

4 63 
98 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165425 

LIB3177-08 9-P1-K1-G2 

BLASTX 

g295792 

205 

1.0e-34 

99 
83 

(X13611) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165426 

LIB3177-08 9-P1-K1-G4 

BLASTX 

g4741962 

384 

1.0e-37 

80 

66 

(AF134131) PsbS protein [Arabidopsis thaliana] 
165427 

LIB3177-089-P1-K1-G5 

BLASTX 

g3298544 

142 

3.0e-09 

24 



22213 



# 



% identity 100 

NCBI Description (AC004 681) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165428 

LIB3177-089-P1-K1-G6 

BLASTN 

g4580745 

107 

1.0e-53 

122 
98 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 



165429 

LIB3177-089-P1-K1-G7 

BLASTN 

g3702735 

291 

1.0e-163 

295 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 



PI clone 



165430 

LIB3177-089-P1-K1-G8 

BLASTN 

g3702735 

127 

3.0e-65 

150 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 



PI clone 



165431 

LIB3177-089-P1-K1-G9 

BLASTX 

g282865 

538 

3.0e-55 

111 

67 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095. 1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

165432 

LIB3177-089-P1-K1-H1 

BLASTX 

gl32863 

597 

4.0e-62 



22214 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



113 
97 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12 2 14_emb_CAA4 65 68_ (X65615) ribosomal protein L2 
[Sinapis alba] 

165433 

LIB3177-08 9-P1-K1-H10 

BLASTX 

g3122038 

268 

2.0e-23 

113 
50 

DIHYDROPYRIMIDINASE RELATED PROTEIN-3 (DRP-3) (COLLAPSIN 
RESPONSE MEDIATOR PROTEIN 4) (CRMP-4) >gi_1399542 (U52104) 
rCRMP-4 [Rattus norvegicus] 

165434 

LIB3177-08 9-P1-K1-H11 

BLASTX 

gl769905 

532 

2.0e-54 

142 

73 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

165435 

LIB3177-089-P1-K1-H12 

BLASTX 

g4220457 

646 

9.0e-68 

156 
31 

(AC006216) Similar to gi_3413714 T19L18.21 putative 
myrosinase-binding protein from Arabidopsis thaliana BAC 
gb_AC004747. EST gb_N96478 comes from this gene. 
[Arabidopsis thaliana] 

165436 

LIB3177-089-P1-K1-H2 

BLASTX 

g4249379 

517 

7.0e-53 

105 
96 

(AC005966) Strong similarity to gb_X82030 chloroplast RNA 
binding protein (RNP1) from Phaseolus vulgaris. 
[Arabidopsis thaliana] 

165437 

LIB3177-089-P1-K1-H3 
BLASTX 



22215 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



gll5385 
66 

3.0e-67 

137 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_16664 6 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165438 

LIB3177-089-P1-K1-H4 

BLASTX 

g4583542 

428 

4.0e-42 

154 

62 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

165439 

LIB3177-089-P1-K1-H6 

BLASTN 

g4185120 

82 

2.0e-38 

130 

72 

Arabidopsis thaliana chromosome 1 BAC F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 

165440 

LIB3177-089-P1-K1-H8 

BLASTX 

g421826 

421 

2.0e-41 

121 

71 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

165441 

LIB3177-089-P1-K1-H9 

BLASTN 

g3046851 

48 

6.0e-18 

128 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

165442 

LIB3177-090-P1-K1-A10 
BLASTX 



22216 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3068713 
366 

5.0e-35 

72 
100 

(AF04 9236) unknown [Arabidopsis thaliana] 
165443 

LIB3177-090-P1-K1-A11 

BLASTX 

gll5767 

731 

9.0e-78 

143 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


165444 


Seq. ID 


LIB3177-090-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


396 


E value 


2.0e-38 


Match length 


122 


% identity 


67 


NCBI Description 


(AF091455) translationally c< 




brasiliensis] 


Seq. No. 


165445 


Seq. ID 


LIB3177-090-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl934726 


BLAST score 


519 


E value 


5.0e-53 


Match length 


124 


% identity 


85 


NCBI Description 


(U95034) germin-like protein 


Seq. No. 


165446 


Seq. ID 


LIB3177-090-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl617268 


BLAST score 


300 


E value 


1.0e-27 


Match length 


72 


% identity 


85 


NCBI Description 


(Z72153) acyl CoA synthetase 


Seq. No. 


165447 


Seq. ID 


LIB3177-090-P1-K1-A4 


Method 


BLASTX 



22217 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl546706 
537 

9.0e-68 

148 

93 

(X98855) peroxidase ATP8a [Arabidopsis thaliana] 
165448 

LIB3177-090-P1-K1-A5 

BLASTN 

g2618599 

42 

3.0e-14 

231 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 

165449 

LIB3177-090-P1-K1-A6 

BLASTN 

g3047074 

160 

1.0e-84 

421 
95 

Arabidopsis thaliana BAC F21E10 
165450 

LIB3177-090-P1-K1-A7 

BLASTN 

g4376087 

257 

1.0e-142 

289 
98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

165451 

LIB3177-090-P1-K1-A8 

BLASTN 

g4581084 

260 

1.0e-144 

377 
98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

165452 

LIB3177-090-P1-K1-B1 

BLASTN 

g3510339 

457 

0.0e+00 
484 



22218 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

165453 

LIB3177-090-P1-K1-B10 

BLASTX 

g4204266 

449 

7.0e-45 
114 

83 

(AC005223) 52263 [Arabidopsis thaliana] 
165454 

LIB3177-090-P1-K1-B11 

BLASTX 

g2213882 

584 

1.0e-60 

133 
83 

(AF004165) 
pennellii] 



2-isopropylmalate synthase [Lycopersicon 



165455 

LIB3177-090-P1-K1-B12 

BLASTX 

g3688799 

415 

9.0e-41 

108 

78 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 

165456 

LIB3177-090-P1-K1-B2 

BLASTN 

g3510339 

150 

1.0e-78 

154 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

165457 

LIB3177-090-P1-K1-B3 

BLASTN 

g402614 

130 

7.0e-67 

248 
86 

B.rapa chloroplast mRNA for ribosomal protein L32 



22219 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165458 

LIB3177-090-P1-K1-B4 

BLASTX 

gll3026 

542 

1.0e-55 

123 
86 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbsJL12862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi__167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 7142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165459 

LIB3177-090-P1-K1-B5 

BLASTX 

g2143227 

222 

2.0e-18 

68 

74 

(Y13356) glyoxysomal isocitrate lyase [Brassica napus] 
165460 

LIB3177-090-P1-K1-B6 

BLASTX 

g2246621 

403 

3.0e-39 

90 
83 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



165461 
LIB3177-090 
BLASTX 
g2119848 
661 

1.0e-69 

129 
96 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-P1-K1-B8 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 57 89_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



165462 

LIB3177-090-P1-K1-B9 
BLASTX 



22220 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4741948 
720 

2.0e-76 

138 
99 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165463 

LIB3177-090-P1-K1-C1 

BLASTX 

g4835233 

546 

3.0e-56 

113 

96 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165464 

LIB3177-090-P1-K1-C10 

BLASTN 

g3763944 

92 

2.0e-44 

212 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

165465 

LIB3177-090-P1-K1-C11 

BLASTX 

g4262225 

337 

2.0e-31 

80 
70 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165466 

LIB3177-0 90-P1-K1-C12 

BLASTX 

gl709205 

567 

2.0e-58 

140 
75 

MYO-INOSITOL-1 (OR 4 ) -MONOPHOSPHATASE 3 (IMP 3) (INOSITOL 
MONOPHOSPHATASE 3) >gi_1098971 (U39059) myo-inositol 
monophosphatase 3 [Lycopersicon esculentum] 

165467 

LIB3 177-0 90-P1-K1-C2 

BLASTX 

g3080371 

743 



22221 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-79 

136 

100 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



165468 

LIB3177-090-P1-K1-C3 

BLASTX 

g543841 

560 

1.0e-57 

129 
87 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir S28875 

- Arabidopsis thaliana >gi__16658 6 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 6307 4 7_gb_AAD2 6597 . 1_AC0 0723 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165469 

LIB3177-090-P1-K1-C4 

BLASTX 

g!15385 

554 

4.0e-57 

107 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165470 

LIB3177-090-P1-K1-C5 

BLASTX 

gl363489 

348 

4.0e-35 

100 
78 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

165471 

LIB3177-090-P1-K1-C6 

BLASTX 

g2191138 

716 

6.0e-76 

142 

100 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 



165472 



22222 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-090-P1-K1-C7 

BLASTX 

g2160158 

474 

1.0e-47 

90 

99 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165473 

LIB3177-090-P1-K1-C8 

BLASTN 

g3445196 

43 

4.0e-15 

107 
85 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165474 

LIB3177-090-P1-K1-C9 

BLASTX 

gl32074 

793 

6.0e-85 

145 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 063_j?ir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165475 
LIB3177-090-P1-K1 
BLASTX 
g!755156 
546 

5.0e-56 

152 
75 

(U75189) germin-1 
>gi_1755158 (U751 
thaliana] >gi_175 
[Arabidopsis thai 
protein [Arabidop 
germin-like prote 
(U75206) germin-1 
>gi_1934728 (U950 
thaliana] >gi_415 
[Arabidopsis thai 
germin-like prote 



-Dl 



ike protein 
90) germin-1 
5170 (U75196 
iana] >gi_17 
sis thaliana 
in [Arabidop 
ike protein 
35) germin-1 
4285 {AF0907 
iana] >gi_4 6 
in precursor 



[Arabidopsis thaliana] 
ike protein [Arabidopsis 
) germin-like protein 
55172 (U75197) germin-like 
] >gi_1755180 (U75201) 
sis thaliana] >gi_1755190 
[Arabidopsis thaliana] 
ike protein [Arabidopsis 
33) germin-like protein 1 
66248_dbj_BAA77207.1_ (D89055) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



165476 

LIB3177-090-P1-K1-D10 



22223 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

53 

9.0e-72 

137 
94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



165477 

LIB3177-090-P1-K1-D11 

BLASTN 

g2351066 

228 

1.0e-125 

446 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOP9, complete sequence [Arabidopsis thaliana] 



PI clone: 



165478 

LIB3177-090-P1-K1-D12 

BLASTN 

g3449326 

415 

0.0e+00 

446 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 



165479 

LIB3177-090-P1-K1-D2 

BLASTN 

g4757405 

376 

0. 0e+00 

488 

97 

Arabidopsis thaliana genomic DNA, 
MOJ10, complete sequence 



chromosome 3, PI clone: 



165480 

LIB3177-090-P1-K1-D3 

BLASTX 

gl20675 

547 

4.0e-56 

141 

66 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 



22224 



o 



dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_2114 3_emb__CAA2784 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 


165481 


Seq. ID 


LIB3177-090-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3643594 


BLAST score 


344 


E value 


2.0e-32 


Match length 


70 


% identity 


97 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


165482 


Seq. ID 


LIB3177-090-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


587 


E value 


7 . Oe-61 


Match length 


130 


% identity 


86 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


165483 


Seq. ID 


LIB3177-090-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl408473 


BLAST score 


588 


E value 


6. Oe-61 * 


Match length 


113 


% identity 


99 


NCBI Description 


(U48939) actin depolymerizing factor 2 [Arabidopsis 




thaliana] 


Seq. No. 


165484 


Seq. ID 


LIB3177-090-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2129636 


BLAST score 


639 


E value 


6. Oe-67 


Match length 


134 


% identity 


92 


NCBI Description 


lipase - Arabidopsis thaliana >gi 1145627 (U38916) 




[Arabidopsis thaliana] 


Seq. No. 


165485 


Seq. ID 


LIB3177-090-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4741948 


BLAST score 


301 


E value 


2.0e-27 


Match length 


132 


% identity 


52 


NCBI Description 


(AF134124) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


165486 



lipase 



22225 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-090-P1-K1-E11 

BLASTX 

gll5767 

760 

4.0e-81 

146 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65} [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165487 

LIB3177-090-P1-K1-E12 

BLASTN 

g2584827 

173 

2.0e-92 

391 

96 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

165488 

LIB3177-090-P1-K1-E2 

BLASTX 

g2129636 

399 

7.0e-39 

85 
89 

lipase - Arabidopsis thaliana >gi__1145627 (U38916) lipase 
[Arabidopsis thaliana] 



Seq. No. 


165489 


Seq. ID 


LIB3177-090-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


493 


E value 


2.0e-64 


Match length 


131 


% identity 


92 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis 


Seq. No. 


165490 


Seq. ID 


LIB3177-090-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


402 


E value 


3.0e-39 


Match length 


85 


% identity 


91 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis 



22226 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165491 

LIB3177-090-P1-K1-E5 

BLASTX 

g4567202 

675 

3.0e-71 

136 

98 

(AC007168) putative myo- inositol 1-phosphate synthase 
[Arabidopsis thaliana] 

165492 

LIB3177-090-P1-K1-E6 

BLASTX 

g2541876 

214 

4.0e-17 

98 
53 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

165493 

LIB3177-090-P1-K1-E7 

BLASTN 

g4510360 

114 

3.0e-57 

391 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165494 

LIB3177-090-P1-K1-E8 

BLASTX 

g4454036 

538 

3.0e-55 

108 

94 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



165495 

LIB3177-090-P1-K1-E9 

BLASTX 

g4741960 

414 

1.0e-40 

116 
73 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165496 

LIB3177-090-P1-K1-F10 
BLASTX 



22227 






g<± oo y4 / 4 


BLAST score 


554 


E value 


3.0e-57 


Match length 


112 


% identity 


99 


NCBI Description 


(AC007213) unknown protein [Arabidopsis thaliana] 


Seq. No. 


165497 


Seq. ID 


LIB3177-090-P1-K1-F11 


Method 


BLASTX 


IML/Dl bl 


£1 Q1 Q 

go4 bio iy 


BLAST score 


212 


E value 


6.0e-17 


Match length 


132 


% identity 


44 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


165498 


Seq. ID 


LIB3177-090-P1-K1-F12 


Method 


BLASTX 


INLdI bl 


g4^U bolu 


BLAST score 


606 


E value 


4.0e-63 


Match length 


126 


% identity 


96 


NCBI Description 


(AF066851) ATP synthase beta subunit [Trichilia emetica] 


Seq. No. 


165499 


Seq. ID 


LIB3177-090-P1-K1-F4 


Method 


BLASTX 


NLbi bl 


g4 / 4 1 y oCJ 


BLAST score 


526 


E value 


1.0e-53 


Match length 


101 


% identity 


97 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


165500 


Seq. ID 


LIB3177-090-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2062158 


BLAST score 


747 


E value 


1.0e-79 


Match length 


144 


% identity 


50 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


165501 


Seq. ID 


LIB3177-0 90-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3080371 


BLAST score 


670 


E value 


1.0e-70 


Match length 


126 


% identity 


98 


NCBI Description 


(AL022580) putative pectinacetylesterase protein 



22228 




[Arabidopsis thaliana] 





Seq. No. 


165502 




Seq. ID 


LIB3177-090-P1-K1-F7 




Method 


DT 7\C TV 




NCBI GI 


gl532135 




BLAST score 


251 




E value 


2.0e-21 




Match length 


62 




% identity 


77 




NCBI Description 


(U49442) chloroplast mRNA-binding protein CSP41 precur 






[Spinacia oleracea] 




Seq. No. 


165503 




Seq. ID 


LIB3177-090-P1-K1-F8 




Method 






NCBI GI 


g430947 




BLAST score 


95 




E value 


3.0e-03 




Match length 


144 




% identity 


81 




NCBI Description 


(U01103) PSI type III chlorophyll a/b-binding protein 






[Arabidopsis thaliana] 


y 


Seq. No. 


165504 




Seq. ID 


LIB3177-090-P1-K1-F9 




Method 


BLASTX 


rh 


NCBI GI 


g4586255 


i=sr 


BLAST score 


280 


r~" 


E value 


3.0e-25 


CP 


Match length 


70 




% identity 


80 




NCBI Description 


(AL04 964 0) putative protein [Arabidopsis thaliana] 




Seq. No. 


165505 




Seq. ID 


LIB3177-090-P1-K1-G1 




Method 


OT 7\ C rrl>,T 

BLAbTN 




NCBI GI 


g2980757 




BLAST score 


336 




E value 


0.0e+00 




Match length 


360 




% identity 


98 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 






(ESSAII project) 




Seq. No. 


165506 




Seq. ID 


LIB3177-090-P1-K1-G10 




Method 


BLASTX 




NCBI GI 


gll5385 




BLAST score 


574 




E value 


2.0e-59 




Match length 


112 




% identity 


99 



NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_16664 6 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



22229 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165507 

LIB3177-090-P1-K1-G11 

BLASTX 

gll5767 

775 

7.0e-83 

147 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165508 

LIB3177-090-P1-K1-G12 

BLASTX 

g4587525 

294 

2.0e-26 

146 
40 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb__Z25700 come from this gene. 
[Arabidopsis thaliana] 

165509 

LIB3177-090-P1-K1-G2 

BLASTX 

g4454051 

585 

1.0e-60 

117 

94 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165510 

LIB3177-090-P1-K1-G3 

BLASTX 

g3608153 

252 

2.0e-21 

146 
43 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
165511 

LIB3177-090-P1-K1-G4 

BLASTN 

g4585952 

143 

8.0e-75 

232 



22230 



o 



% identity 99 

NCBI Description Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165512 

LIB3177-090-P1-K1-G5 

BLASTX 

gl66702 

218 

6.0e-18 

51 
88 

(M64114) glyceraldehyde 3-phosphate dehydrogenase A subunit 
[Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165513 

LIB3177-0 90-P1-K1-G6 

BLASTX 

g3334128 

661 

2.0e-69 

142 

98 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi__1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 



Seq. No. 


165514 


Seq. ID 


LIB3177-090-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl916613 


BLAST score 


420 


E value 


3.0e-41 


Match length 


92 


% identity 


95 


NCBI Description 


(U62029) acetyl-CoA carboxylase [Arabidopsis 


Seq. No. 


165515 


Seq. ID 


LIB3177-0 90-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


408 


E value 


0.0e+00 


Match length 


488 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MLN21, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165516 

LIB3177-090-P1-K1-G9 

BLASTX 

g421826 

191 

2.0e-53 

131 
82 



22231 



II 



NCBI Description chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No.. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165517 

LIB3177-090-P1-K1-H1 

BLASTX 

g2160166 

229 

4.0e-19 

58 
79 

(AC000132) No definition line found [Arabidopsis thaliana] 
165518 

LIB3177-090-P1-K1-H10 

BLASTN 

g4454587 

100 

7.0e-49 

288 
84 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

165519 

LIB3177-090-P1-K1-H11 

BLASTN 

g4757392 

199 

1.0e-108 

207 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

165520 

LIB3177-090-P1-K1-H12 

BLASTN 

g2707927 

255 

1.0e-141 

290 
97 

A. thaliana mRNA for outward rectifying potassium channel 
KCOl 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165521 

LIB3177-090-P1-K1-H2 

BLASTX 

gl363489 

713 

1.0e-75 

131 
100 

thioglucosidase (EC 
thaliana >gi_984052 



3.2.3.1) 3D precursor - Arabidopsis 
_emb_CAA61592_ (X89413) thioglucoside 



22232 



# 



glucohydrolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165522 

LIB3177-090-P1-K1-H3 

BLASTX 

g4204266 

425 

5.0e-42 

119 

77 

(AC005223) 52263 [Arabidopsis thaliana] 
165523 

LIB3177-090-P1-K1-H4 

BLASTX 

g4835233 

730 

1.0e-77 

150 
97 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 



Seq. No. 


165524 


Seq. ID 


LIB3177-090-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl669389 


BLAST score 


700 


E value 


4 .Oe-74 


Match length 


139 


% identity 


100 


NCBI Description 


(U42007) actin 8 [Arabidopsis thaliana] 


Seq. No. 


165525 


Seq. ID 


LIB3177-090-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g3176694 


BLAST score 


300 


E value 


1.0e-168 


Match length 


387 


% identity 


75 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T14N5 




sequence, complete sequence [Arabidopsis th< 


Seq. No. 


165526 


Seq. ID 


LIB3 177-0 90-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gll72995 


BLAST score 


243 


E value 


2.0e-20 


Match length 


100 


% identity 


53 



NCBI Description 



60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus ] 



22233 



Seq. No. 


165527 


Seq. ID 


LIB3177-091-P1-K1-A1 


Method 


BLASTN 






BLAST score 


321 


E value 


0.0e+00 


Match length 


337 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MBK5 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


165528 


Seq. ID 


LIB3177-091-P1-K1-A10 


l v lfci UI1UU. 


RT Zi QTV 
r> LfiO 1 A 


NCBI GI 


g4585900 


BLAST score 


342 


E value 


3.0e-32 


Match length 


101 


% identity 


71 


NCBI Description 


(AC007133) putative histone H2A [Arabidopsis thaliana] 


Seq. No. 


165529 


Seq. ID 


LIB3177-091-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


623 


E value 


4.0e-65 


Match length 


120 


% identity 


99 


NUrsi description 


LnLOKOPhYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-165/180) (LHCP) >gi__81603_pir A29280 chlorophyll 




a/b-binding protein abl65 - Arabidopsis thaliana 




>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi_16372_emb CAA27541 (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


165530 


Seq. ID 


LIB3177-091-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3413717 


rsLAbi score 


4 3 I 


E value 


2.0e-43 


Match length 


106 


% identity 


86 


NCBI Description 


(AC004747) unknown protein [Arabidopsis thaliana] 




>gi_3643590 (AC005395) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


165531 


Seq. ID 


LIB3177-0 91-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3386607 


BLAST score 


300 


E value 


3.0e-27 


Match length 


114 



22234 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



57 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
165532 

LIB3177-091-P1-K1-A3 

BLASTX 

g3599491 

168 

8.0e-12 

42 
81 

(AF085149) putative aminotransferase [Capsicum chinense] 
165533 

LIB3177-091-P1-K1-A4 

BLASTN 

g3241925 

98 

1.0e-47 

223 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0K9, complete sequence [Arabidopsis thaliana] 

165534 

LIB3177-091-P1-K1-A5 

BLASTX 

g544425 

423 

8.0e-42 

83 
99 

GLYCINE-RICH RNA- BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_4197 56_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi__166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

165535 

LIB3177-091-P1-K1-A7 

BLASTX 

g4585882 

524 

2.0e-53 

101 
100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

165536 

LIB3177-091-P1-K1-A8 

BLASTX 

g4191785 

351 

3.0e-33 
90 



22235 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(AC005917) putative hydrolase [Arabidopsis thaliana] 
165537 

LIB3177-091-P1-K1-A9 

BLASTX 

g3914658 

625 

3.0e-65 

122 

99 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 
>giJL694 974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 

165538 

LIB3177-091-P1-K1-B1 

BLASTX 

gl946690 

4 93 

5.0e-50 

94 

100 

(U94495) glutathione peroxidase [Arabidopsis thaliana] 
>'gi_4582452_gb__AAD24 836.1_AC007071_8 (AC007071) putative 
glutathione peroxidase [Arabidopsis thaliana] 

165539 

LIB3177-091-P1-K1-B10 

BLASTX 

g!32074 

639 

5.0e-67 

116 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165540 

LIB3177-091-P1-K1-B12 

BLASTX 

gl33872 

289 

6.0e-26 

73 
82 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb__CAA4 6927_ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 



Seq. No. 



165541 



22236 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-091-P1-K1-B2 

BLASTX 

gll5767 

509 

6.0e-52 

97 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27 540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165542 

LIB3177-091-P1-K1-B3 

BLASTN 

gl769904 

202 

1.0e-110 

213 

99 

A. thaliana psbP gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165543 

LIB3177-091-P1-K1-B6 
BLASTX 
gll5767 
526 

6.0e-54 

103 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 

(CAB-165/180) (LHCP) >gi_8 1603__pir 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) " [Arabidopsis thaliana] 



PRECURSOR 
A2 9280 chlorophyll 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165544 

LIB3177-091-P1-K1-B7 

BLASTN 

g22564 

128 

8.0e-66 

215 

97 

A. thaliana tufA gene for elongation factor Tu 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165545 

LIB3177-091-P1-K1-B8 

BLASTX 

g4539292 

435 

3.0e-43 



22237 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



85 
95 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

165546 

LIB3177-091-P1-K1-B9 

BLASTX 

g2702281 

464 

9.0e-47 

91 

59 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

165547 

LIB3177-091-P1-K1-C1 

BLASTX 

g2781354 

468 

4.0e-47 

92 
95 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
165548 

LIB3177-091-P1-K1-C10 

BLASTX 

gl850546 

271 

7.0e-24 

55 

100 

(U88045) syntaxin related protein AtVara3p [Arabidopsis 
thaliana] 

165549 

LIB3177-091-P1-K1-C11 

BLASTX 

gl32074 

785 

4.0e-84 

147 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi__68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165550 

LIB3177-091-P1-K1-C12 

BLASTX 

g3236259 

413 

8.0e-41 

91 



22238 



o 



% identity 


85 


NCBI Description 


(AC004684) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 


Seq. No. 


165551 


Seq. ID 


LIB3177-091-P1-K1-C2 


Method 


BLASTX 






BLAST score 


223 


E value 


3.0e-18 


Match length 


105 


% identity 


39 


NCBI Description 


(AL04 9607) putative protein [Arabidopsis thaliana] 


Seq. No. 


165552 


Seq. ID 


LIB3177-091-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl769905 


D±jiT.O ± OUUIC 


A Oft 


E value 


5.0e-40 


Match length 


118 


% identity 


68 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex (01 




[Arabidopsis thaliana] 


Seq. No. 


165553 


Seq. ID 


LIB3177-091-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4262156 


Diinoi score 


DDI 


E value 


1.0e-56 


Match length 


133 


% identity 


81 


NCBI Description 


(AC005275) putative component of cytochrome B6-F complex 




[Arabidopsis thaliana] 


Seq. No. 


165554 


Seq. ID 


LIB3177-091-P1-K1-C6 


Method 


BLASTX 




gijzi / ji 


BLAST score 


173 


E value 


2.0e-12 


Match length 


129 


% identity 


40 


NCBI Description 


(Z72439) major allergen Cor a 1 [Corylus avellana] 


Seq. No. 


165555 


Seq. ID 


LIB3177-091-P1-K1-C7 


Method 


BLASTX 


LN ^ n> X o ± 


rrA 7/11 Q R A 


BLAST score 


656 


E value 


6.0e-69 


Match length 


141 


% identity 


91 


NCBI Description 


(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 


Seq. No. 


165556 



22239 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-091-P1-K1-C8 

BLASTN 

g3763915 

151 

2.0e-79 

176 

95 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165557 

LIB3177-091-P1-K1-D1 

BLASTX 

g421836 

660 

2.0e-69 

131 

99 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_55304 0 
(M96855) GF14 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165558 

LIB3177-091-P1-K1-D10 

BLASTX 

g4204274 

755 

1.0e-80 

148 
99 

(AC00414 6) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 



Seq. No. 


165559 


Seq. ID 


LIB3177-091-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4455359 


BLAST score 


637 


E value 


8.0e-67 


Match length 


133 


% identity 


95 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


165560 


Seq. ID 


LIB3177-091-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4417280 


BLAST score 


615 


E value 


4.0e-64 


Match length 


137 


% identity 


91 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana] 


Seq. No. 


165561 


Seq. ID 


LIB3177-091-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl32102 


BLAST score 


324 



22240 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



9.0e-57 

113 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68 061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



165562 

LIB3177-091-P1-K1-D4 

BLASTX 

g543841 

536 

6.0e-55 

106 
98 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518jpir S28875 

- Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 6307 4 7_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

165563 

LIB3177-091-P1-K1-D6 

BLASTN 

g2454181 

287 

1.0e-160 

343 
99 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit mRNA, nuclear gene encoding plastid protein, 
complete cds 

165564 

LIB3177-091-P1-K1-D7 

BLASTX 

gll5385 

346 

7.0e-33 

72 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165565 

LIB3177-091-P1-K1-D8 

BLASTX 

g3785981 

544 

8.0e-56 

136 

72 



22241 



® 



NCBI Description 



(AC005560) 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165566 

LIB3177-091-P1-K1-D9 

BLASTX 

g4115379 

466 

1.0e-46 

111 
79 

(AC005 967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



165567 

LIB317 7-091-P1-K1-E10 

BLASTX 

gl32074 

786 

3.0e-84 

151 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.T.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165568 

LIB3177-091-P1-K1-E11 

BLASTX 

g2129755 

482 

8.0e-49 

96 
100 

tryptophan synthase (EC 4.2.1.20) alpha chain - Arabidopsis 
thaliana >gi_619753 (U18993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_15857 68_prf 2201482A Trp 

synthase : SUBUNIT=alpha [Arabidopsis thaliana] 

165569 

LIB3177-091-P1-K1-E12 

BLASTN 

gl304412 

50 

4.0e-20 

54 

98 

Arabidopsis thaliana Rac-like protein (ARAC3) gene, 
complete cds 

165570 

LIB3177-091-P1-K1-E2 

BLASTX 

g3342249 

306 

8.0e-32 



22242 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
75 

(AF047719) GA3 [Arabidopsis thaliana] >gi_3342251 
(AF047720) GA3 [Arabidopsis thaliana] 

165571 

LIB3177-0 91-P1-K1-E3 

BLAST N 

g4454004 

163 

1.0e-86 

185 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165572 

LIB3177-091-P1-K1-E4 

BLASTN 

g2924729 

406 

0.0e+00 

426 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNA5 , complete sequence [Arabidopsis thaliana] 

165573 

LIB3177-091-P1-K1-E5 

BLASTX 

gl871181 

175 

1.0e-12 

110 
48 

(U90439) ring zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165574 

LIB3177-091-P1-K1-E6 

BLASTX 

g3096931 

561 

8.0e-58 

110 

99 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165575 

LIB3177-0 91-P1-K1-E7 

BLASTX 

g2119846 

625 

2.0e-65 

118 

100 



22243 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90__ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165576 

LIB3177-091-P1-K1-E8 

BLASTX 

g3522929 

51 

3.0e-21 

55 

98 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

165577 

LIB3177-091-P1-K1-F10 

BLASTX 

g3287695 

415 

1.0e-40 

111 
67 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165578 

LIB3177-091-P1-K1-F11 

BLASTX 

g3212869 

648 

4.0e-68 

133 

87 

(AC004005) unknown protein [Arabidopsis thaliana] 
165579 

LIB3177-091-P1-K1-F3 

BLASTN 

g4757414 

117 

2.0e-59 

189 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165580 

LIB3177-091-P1-K1-F4 

BLASTX 

g2642435 



22244 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



489 

2.0e-49 

98 

94 

(AC002391) MYB-related protein [Arabidopsis thaliana] 
165581 

LIB3177-091-P1-K1-F5 

BLASTX 

g3834312 

594 

1.0e-61 

135 
85 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF__00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553 f gb_Z34248, 
gb_AA728536, gb_Z30816 an 

165582 

LIB3177-091-P1-K1-F6 

BLASTX 

g548653 

42 

3.0e-33 
104 

82 

50S RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi_4 6877 l_emb_CAA4 818 1_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 

165583 

LIB3177-091-P1-K1-F7 

BLASTN 

g!890129 

386 

0.0e+00 

406 

99 

Arabidopsis thaliana valyl tRNA synthetase (valRS) mRNA, 
complete cds 

165584 

LIB3177-091-P1-K1-F8 

BLASTX 

gl32863 

708 

5.0e-75 

136 

97 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA4 6568__ (X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 



165585 



22245 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-091-P1-K1-F9 

BLASTN 

g405130 

361 

0. Oe+00 

373 

99 

Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (ROC4) mRNA, complete cds 

165586 

LIB3177-091-P1-K1-G1 

BLASTX 

g730645 

463 

2.0e-46 

109 
86 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8 0 67 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165587 

LIB3177-091-P1-K1-G10 

BLASTX 

g2129577 

335 

2.0e-31 

76 

88 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

165588 

LIB3177-091-P1-K1-G11 

BLASTX 

g267069 

732 

6.0e-78 

138 
99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



165589 

LIB3177-091-P1-K1-G2 

BLASTX 

g4204274 

681 

7.0e-72 



22246 



Match length 

% identity 

NCBI Description 



133 
92 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 



Seq. No. 


165590 


Seq. ID 


LIB3177-091-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


215 


E value 


2.0e-17 


Match length 


86 


% identity 


53 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


165591 


Seq. ID 


LIB317 7-091-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl213442 


BLAST score 


747 


E value 


1.0e-79 


Match length 


146 


% identity 


99 


NCBI Description 


(U48961) isopentenyl pyrophosphate isomerase [Arabidopsis 




thaliana] 


Seq. No. 


165592 


Seq. ID 


LIB3177-091-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


510 


E value 


6.0e-52 


Match length 


113 


% identity 


88 


NCBI Description 


(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 




>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 




[Arabidopsis thaliana] 


beq. No. 


lobbyo 


Seq. ID 


LIB3177-091-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl40285 


BLAST score 


286 


E value 


1.0e-25 


Match length 


60 


% identity 


93 


NCBI Description 


HYPOTHETICAL 19 KD PROTEIN (ORF 168) 




>gi_2924263_emb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 




tabacum] 


Seq. No. 


165594 


Seq. ID 


LIB3177-091-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2829862 


BLAST score 


512 


E value 


4.0e-52 


Match length 


114 



22247 



o 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002396) 
thaliana] 



Similar to glucosyltransf erases [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165595 

LIB3177-091-P1-K1-G8 

BLASTX 

g4741960 

740 

7.0e-79 

136 

99 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



165596 

LIB3177-091-P1-K1-G9 

BLASTX 

g2865623 

540 

2.0e-55 

109 

99 

(AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4- 
[Arabidopsis thaliana] 



reductase 



165597 

LIB3177-091-P1-K1-H11 

BLASTN 

g4510360 

33 

6.0e-09 

65 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

165598 

LIB3177-091-P1-K1-H12 

BLASTX 

g2507587 

284 

2.0e-25 

57 
88 

METALLOTHIONEIN-LIKE PROTEIN 2A (MT-2A) (MT-K) (MT-1G) 

>gi_1361998_pir S57861 metallothionein 2a - Arabidopsis 

thaliana >gi_555976 (U15108) metallothionein-like protein 

[Arabidopsis thaliana] >gi_15808 92_prf 2116236A 

metallothionein 1 [Arabidopsis thaliana] 

165599 

LIB3177-0 91-P1-K1-H2 

BLASTX 

g4262242 

387 

5.0e-39 



22248 



® 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
87 

(AC006200) NADC homolog [Arabidopsis thaliana] 
165600 

LIB3177-091-P1-K1-H3 

BLASTX 

g3004560 

417 

5.0e-41 

112 

75 

(AC003673) putative ATP binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165601 

LIB3177-091-P1-K1-H4 

BLASTN 

g3046849 

147 

6.0e-77 

408 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18L3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165602 

LIB3177-091-P1-K1-H5 

BLASTX 

gll72873 

536 

5.0e-55 

106 
100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 18 57_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi__435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

165603 

LIB3177-091-P1-K1-H6 

BLASTN 

g499159 

313 

1.0e-176 

345 
98 

A. thaliana mRNA Athb-5 
165604 

LIB3177-091-P1-K1-H7 

BLASTX 

g3819164 

451 

5.0e-53 
116 



22249 



NCBI Description 


(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 




max] 


Seq. No. 


165605 


Seq. ID 


LIB3177-091-P1-K1-H8 


Method 


BLASTX 


IN ^ O J_ \J ± 




BLAST score 


462 


E value 


3.0e-46 


Match length 


100 


% identity 


91 


NCBI Description 


(U75603) AtRabl8 [Arabidopsis thaliana] 


Seq. No. 


165606 


Seq. ID 


LIB3177-0 91-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2062158 




3 1 D 


E value 


3.0e-36 


Match length 


82 


% identity 


44 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


165607 


Seq. ID 


LIB3177-092-P1-K1-A1 


Method 


BLASTX 




g4± Q 3 D J DU 


BLAST score 


138 


E value 


1.0e-08 


Match length 


89 


% identity 


7 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


165608 


Seq. ID 


LIB3177-092-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2407314 


XX T "ACT cnAva 

rsjj/io i score 


1 /IO 

1 4 J 


E value 


2.0e-26 


Match length 


81 


% identity 


67 


NCBI Description 


(AF017998) chlorophyll a/b binding protein [Tetraselmis sp 




RG-15] 


Seq. No. 


165609 


Seq. ID 


LIB3177-092-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g3297806 


DJ_iriol bLUIc 


99 4 
Z Z *± 


E value 


1.0e-123 


Match length 


224 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F17I5 




(ESSA project) 


Seq. No. 


165610 



22250 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3177-092-P1-K1-A12 

BLASTN 

g4455262 

351 

0. 0e+00 

351 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

165611 

LIB3177-092-P1-K1-A2 

BLASTN 

gl769904 

149 

2.0e-78 

153 

99 



F17L22 



NCBI Description A. thaliana psbP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165612 

LIB3177-0 92-P1-K1-A4 

BLASTX 

g3892722 

44 

4.0e-51 

104 
100 

(AL033545) putative protein [Arabidopsis thaliana] 
165613 

LIB3177-092-P1-K1-A6 

BLASTX 

gl617013 

225 

1.0e-18 

49 

90 

(Y07745) histone H2B like protein [Arabidopsis thaliana] 
165614 

LIB3177-092-P1-K1-A7 

BLASTX 

g4455223 

296 

1.0e-26 

101 
38 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



165615 

LIB3177-092-P1-K1-A8 

BLASTX 

gl!69201 

427 

3.0e-42 



22251 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
70 

DNA- DAMAGE -RE PAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi__166696 (M98456) DRT112 [Arabidopsis thaliana] 

165616 

LIB3177-092-P1-K1-A9 

BLASTX 

gl32074 

532 

2.0e-58 

114 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165617 

LIB3177-092-P1-K1-B1 

BLASTX 

g!15767 

643 

8.0e-70 

140 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165618 

LIB3177-092-P1-K1-B10 

BLASTN 

g4589436 

320 

1.0e-180 

340 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 

165619 

LIB3177-092-P1-K1-B11 

BLASTX 

g3915865 

343 

1.0e-32 

67 

99 

40S RIBOSOMAL PROTEIN S4 



Seq. No. 



165620 



22252 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



LIB3177-092-P1-K1-B12 

BLASTX 

gl762584 

270 

7.0e-24 

76 

67 

(CJ63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165621 

LIB3177-092-P1-K1-B2 

BLASTX 

g4586256 

56 

5.0e-47 

153 
69 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165622 

LIB3177-092-P1-K1-B4 

BLASTN 

gl483149 

209 

1.0e-114 

258 
95 

Arabidopsis thaliana mRNA for monodehydroascorbate 
reductase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165623 

LIB3177-092-P1-K1-B5 

BLASTX 

g421929 

61 

5.0e-43 

114 

13 

ubiquitin 
ubiquitin 



- tomato >gi__312160_emb_CAA5167 9_ (X73156) 
[Lycopersicon esculentum] 



165624 

LIB3177-092-P1-K1-B6 

BLASTX 

gll4122 

373 

6.0e-36 

87 
84 

ADP-RIBOSYLATION FACTOR 2 >gi_423228_pir A45422 

ADP-ribosylation factor 2 - bovine >gi_2137127_pir JC4946 

ADP-ribosylation factor type 2 - mouse >gi_162682 (J03794) 
ADP-ribosylation factor protein [Bos taurus] >gi_163668 
(M88292) ADP-ribosylation factor 2 [Bos taurus] >gi_304249 
(M88287) ADP-ribosylation factor 2 [Bos taurus] >gi 438864 



22253 




(L12381) ADP-ribosylation factor 2 [Rattus norvegicus] 
>giJL565209_dbj_BAA13491_ (D87899) ARF2 [Mus musculus] 

>gi_74 0260_prf 2004472B phospholipase D- activating factor 

[Bos taurus] 



Seq. No. 


165625 


Seq. ID 


LIB3177-092-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2337888 


BLAST score 


228 


E value 


1.0e-125 


Match length 


420 


% identity 


98 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F14J16, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


165626 


Seq. ID 


LIB3177-092-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4544393 


BLAST score 


88 


E value 


3.0e-34 


Match length 


102 


% identity 


78 


NCBI Description 


(AC007047) putative ribosomal protein S25 [Arabidopsis 




thaliana] 


Seq. No. 


165627 


Seq. ID 


LIB3177-092-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


437 


E value 


3.0e-43 


Match length 


137 


% identity 


64 


NCBI Description 


(AL035394) putative protein [Arabidopsis thaliana] 


Seq. No. 


165628 


Seq. ID 


LIB3177-092-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g3641835 


BLAST score 


124 


E value 


3.0e-63 


Match length 


164 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 




(ESSAII project) 


Seq. No. 


165629 


Seq. ID 


LIB3177-092-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g975645 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


A. thaliana cor47 gene 



22254 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165630 

LIB3177-092-P1-K1-C11 

BLASTX 

g4678924 

50 

2.0e-70 

139 
96 

(AL049711) putative protein [Arabidopsis thaliana] 
165631 

LIB3177-092-P1-K1-C12 

BLASTX 

g3377835 

314 

5.0e-29 

108 

60 

(AF075598) contains similarity to Arabidopsis thaliana 
downy mildew resistance protein RPP5 (GB:U97106) 
[Arabidopsis thaliana] 

165632 

LIB3177-092-P1-K1-C3 

BLASTX 

g2119846 

654 

9.0e-69 

125 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165633 

LIB3177-092-P1-K1-C4 

BLASTN 

g4757405 

85 

6.0e-40 

423 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJ10, complete sequence 

165634 

LIB3177-092-P1-K1-C5 

BLASTX 

g2129637 

384 

5.0e-37 
98 



22255 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

low temperature-induced protein cor47 - Arabidopsis 
thaliana >gi_97564 6_emb_CAA6244 9_ (X90959) dehydrin 
[Arabidopsis thaliana] 

165635 

LIB3177-092-P1-K1-C6 

BLASTX 

g4741950 

608 

2.0e-63 

126 
92 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 
165636 

LIB3177-092-P1-K1-C7 

BLASTX 

gll43511 

812 

3.0e-87 

149 

98 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestical >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestica] 



165637 
LIB317 
BLASTX 
g45835 
297 

7.0e-2 

136 
53 

(Y1684 
[Arabi 



7-092-P1-K1-C9 

42 

7 



7) 16 kDa polypeptide of oxygen-evolving complex 
dopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



165638 

LIB3177-092-P1-K1-D10 

BLASTX 

g2119846 

598 

3.0e-62 
116 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165639 

LIB3177-092-P1-K1-D12 
BLASTN 



22256 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159701 
373 

0.0e+00 

420 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22G18, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165640 

LIB3177-092-P1-K1-D3 

BLASTX 

g3367515 

727 

3.0e-77 

147 

98 

(AC004392) Similar to 

glucose- 6-phosphate/phosphate-translocat or (GPT) 
gb_AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165641 

LIB3177-092-P1-K1-D4 

BLASTX 

g4454036 

369 

1.0e-75 

137 
90 

(AL035394) 
thaliana] 



putative major latex protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165642 

LIB3177-092-P1-K1-D5 

BLASTX 

gl351272 

435 

4.0e-43 

86 
98 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_7424 08_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165643 

LIB3177-092-P1-K1-D6 

BLASTX 

gl!68609 

531 

2.0e-54 

120 

88 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_4 7 9664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi__2388579 (AC000098) Match to 
Arabidopsis AXR1 (gb_ATHAXR1122 ) . [Arabidopsis thaliana] 



22257 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

165644 

LIB3177-092-P1-K1-D7 

BLASTN 

gl66645 

102 

4.0e-50 

152 

94 

Arabidopsis thaliana light-harvesting chlorophyll 
a/b-binding protein (CaM) mRNA, complete cds 

165645 

LIB3177-092-P1-K1-D8 

BLASTX 

gl26766 

654 

1.0e-68 

142 
89 

MALATE SYNTHASE, 
synthase (EC 4 . 1 



GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

3.2), glyoxysomal - rape >gi 167150 



(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 
165646 

LIB3177-092-P1-K1-D9 

BLASTX 

g282865 

465 

8.0e-47 

97 
69 

chlorophyll a/b-binding protein 
>gi_16207_embj3AA39534_ (X56062 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Arabidopsis thaliana 
chlorophyll A/B-binding 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



165647 

LIB3177-092-P1-K1-E1 

BLASTX 

gll69476 

624 

3.0e-65 

123 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VI TRONECT IN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

165648 

LIB3177-092-P1-K1-E10 

BLASTX 

g2244750 



22258 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



643 

2.0e-67 

124 
99 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

165649 

LIB3177-092-P1-K1-E11 

BLASTX 

gll5783 

607 

3.0e-63 

114 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 

165650 

LIB3177-092-P1-K1-E2 

BLASTX 

g231586 

617 

2.0e-64 

132 

92 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

165651 

LIB3177-092-P1-K1-E3 

BLASTN 

g3128142 

300 

1.0e-168 

316 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165652 

LIB3177-092-P1-K1-E4 

BLASTX 

g480450 

62 

1.0e-51 

108 
89 

ketol-acid reductoisomerase {EC 1, 
thaliana >gi_402552_emb_CAA4 950 6_ 



1.1.86) 

(X69880) 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



22259 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165653 

LIB3177-092-P1-K1-E5 

BLASTX 

gll45699 

605 

6.0e-63 

126 

97 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165654 

LIB317 7-092-P1-K1-E6 

BLASTX 

gl66834 

56 

9.0e-59 

128 
93 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165655 

LIB3177-092-P1-K1-E7 

BLASTN 

g2244991 

100 

2.0e-49 

128 
94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165656 

LIB3177-092-P1-K1 

BLASTX 

g4574208 

446 

1.0e-44 

92 
99 

(AF093108) histone 



E9 



H3 [Tortula ruralis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165657 

LIB3177-092-P1-K1-F1 

BLASTX 

g4455253 

569 

7.0e-59 

122 

89 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 



Seq. No. 



165658 



22260 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-092-P1-K1-F10 

BLASTX 

g4469408 

459 

8.0e-46 

133 
71 

(AF116527) MADS box protein FLOWERING LOCUS F 
thaliana] >gi_44 69410_gb_AAD21249_ (AF116528) 



[Arabidopsis 
MADS box 



protein FLOWERING LOCUS F [Arabidopsis thaliana] 
165659 

LIB3177-092-P1-K1-F11 

BLASTX 

g4741952 

703 

2.0e-74 

136 

70 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165660 

LIB3177-092-P1-K1-F12 

BLASTX 

gl32110 

581 

3.0e-60 

112 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702__ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~~ 
thaliana] 

165661 

LIB3177-092-P1-K1-F2 

BLASTN 

gl66695 

34 

1.0e-09 

226 
86 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

165662 

LIB3177-092-P1-K1-F3 

BLASTX 

g3036805 

657 

4.0e-69 

127 

98 

(AL022373) thaumat in-like protein [Arabidopsis thaliana] 



22261 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165663 

LIB3177-092-P1-K1-F4 

BLASTX 

g3420008 

240 

4.0e-20 

123 

38 

(AF000307) steroid sulf ©transferase 3 [Brassica napus] 
165664 

LIB3177-092-P1-K1-F5 

BLASTX 

g3157944 

548 

3.0e-56 

109 
95 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U7 97 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

165665 

LIB3177-092-P1-K1-F8 

BLASTX 

gll5783 

568 

1.0e-58 

112 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165666 

LIB3177-092-P1-K1-F9 

BLASTX 

g2970034 

202 

2.0e-16 

50 

70 

(D88536) delta 9 desaturase [Arabidopsis thaliana] 
165667 

LIB3177-092-P1-K1-G10 

BLASTN 

g2244950 

325 

0. 0e+00 

341 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



22262 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165668 

LIB3177-092-P1-K1-G11 

BLASTX 

g3123188 

685 

2.0e-72 

140 
95 

C AT ALAS E 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165669 

LIB3177-092-P1-K1-G12 

BLASTX 

gll6343 

321 

1.0e-29 

138 

43 

BASIC ENDOCHITINASE PRECURSOR 



165670 

LIB3177-092-P1-K1-G2 

BLASTN 

gll244 

38 

6.0e-13 

54 

93 

A. thaliana chloroplast 
ribosomal protein 



DNA for transfer RNA-Ile and 



165671 

LIB3177-092-P1-K1-G3 

BLASTX 

g625977 

531 

2.0e-54 

108 

96 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165672 

LIB3177-092-P1-K1-G4 

BLASTX 

gll5783 

500 

7.0e-51 

97 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 



22263 



II 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165673 

LIB3177-092-P1-K1-G5 

BLASTX 

g4741952 

430 

1.0e-42 

98 
83 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
165674 

LIB3177-092-P1-K1-G6 

BLASTX 

g2583125 

77 

l.le-01 

54 
65 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165675 

LIB3177-092-P1-K1-G7 

BLASTX 

g2244750 

543 

9.0e-56 

113 
96 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165676 

LIB3177-092-P1-K1-G8 

BLASTX 

g3080415 

514 

2.0e-52 
111 

82 

(AL022604) 
thaliana] 



cysteine proteinase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165677 

LIB3177-092-P1-K1-G9 

BLASTX 

gl!72873 

459 

5.0e-46 

117 

74 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 



22264 



(D13043) thiol protease [Arabiciopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



165678 

LIB3177-092-P1-K1-H1 

BLASTX 

g687844 

292 

2.0e-26 

119 

50 

(U21320) contains TPR domain-like repeats [Caenorhabditis 
elegans] 

165679 

LIB3177-092-P1-K1-H10 

BLASTX 

g3913733 

734 

4.0e-78 

141 

97 

H YDROXYAC YLGLUTATH I ONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_1924 921_emb_CAA69644_ (Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 

165680 

LIB3177-092-P1-K1-H11 

BLASTX 

g!32110 

594 

9.0e-62 

112 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X145 64) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165681 

LIB317 7-092-P1-K1-H2 

BLASTX 

g3688173 

384 

6.0e-46 

133 
65 

(AL031804) putative protein [Arabidopsis thaliana] 
165682 

LIB317 7-092-P1-K1-H3 

BLASTX 

g3550519 

493 

7.0e-50 
113 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



80 

(AJ007 630) oxygenase [Nicotiana tabacum] 
165683 

LIB3177-0 92-P1-K1-H4 

BLASTN 

g4678315 

150 

9.0e-79 

173 

97 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T17F15 



165684 

LIB3177-092-P1-K1-H5 

BLASTX 

g2119846 

666 

2.0e-71 

138 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165685 

LIB3177-092-P1-K1-H6 

BLASTX 

g3319347 

305 

3.0e-28 

72 

82 

(AF077407) No definition line found [Arabidopsis thaliana] 
165686 

LIB3177-092-P1-K1-H7 

BLASTX 

g4006934 

411 

2.0e-40 
100 

76 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
165687 

LIB3177-092-P1-K1-H8 

BLASTN 

g3985952 

340 

0.0e+00 
372 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MRC8, complete sequence [Arabidopsis thaliana] 

165688 

LIB3177-092-P1-K1-H9 

BLASTX 

g2199574 

394 

1.0e-38 

76 
99 

(AF004293) aquaporin [Brassica rapa] 
165689 

LIB3177-093-P1-K1-A1 

BLASTN 

g3738088 

363 

0. 0e+00 

425 

96 

Arabidopsis thaliana chromosome II BAC T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165690 

LIB3177-093-P1-K1-A10 

BLASTX 

g2129583 

329 

1.0e-30 

84 
82 

f errit 
(X9424 



in - Arabidopsis thaliana >gi_124 6401_emb__CAA63932 
8) ferritin [Arabidopsis thaliana] 



165691 

LIB3177-093-P1-K1-A11 

BLASTN 

g3341671 

273 

1.0e-152 

431 

99 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165692 

LIB3177-093-P1-K1-A12 

BLASTX 

g3695023 

242 

2.0e-20 

96 

51 

(AF055850) unknown [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165693 

LIB3177-093-P1-K1-A2 

BLASTX 

gl710780 

501 

9.0e-51 

131 

74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

165694 

LIB3177-093-P1-K1-A3 

BLASTN 

g4584351 

302 

1.0e-169 

357 
96 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

165695 

LIB3177-093-P1-K1-A4 

BLASTN 

g2351073 

175 

1.0e-93 

400 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

165696 

LIB3177-093-P1-K1-A5 

BLASTN 

g3004543 

55 

5.0e-22 

280 
86 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165697 

LIB3177-093-P1-K1-A6 

BLASTX 

g232031 

336 

2.0e-31 

116 
54 

ELONGATION FACTOR 1 BETA 1 >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



22268 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165698 

LIB3177-093-P1-K1-A7 

BLASTX 

g4538963 

66 

1.0e-57 

111 
75 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958__gb_AAD2877 6 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

165699 

LIB3177-093-P1-K1-A8 

BLASTX 

gl31770 

271 

6.0e-24 

94 

56 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold ( Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

165700 

LIB3177-093-P1-K1-B1 

BLASTN 

gl66879 

197 

1.0e-107 

232 
97 

A. thaliana gene sequence, exon 
165701 

LIB3177-093-P1-K1-B10 

BLASTX 

gl32110 

716 

5.0e-76 

134 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_eitib__CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~~ 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165702 

LIB3177-093-P1-K1-B11 

BLASTX 

g4335745 

406 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

142 
55 

(AC006284) putative hydrolase {contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

165703 

LIB3177-093-P1-K1-B12 

BLASTX 

g4512655 

401 

4.0e-39 

74 

99 

(AC007048) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165704 

LIB3177-093-P1-K1-B2 

BLASTX 

gl351271 

666 

4.0e-70 

144 
90 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

165705 

LIB3177-093-P1-K1-B3 

BLASTX 

g4454036 

807 

1.0e-86 

148 
100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165706 

LIB317 7-093-P1-K1-B4 

BLASTX 

gll5385 

615 

4.0e-64 

123 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165707 

LIB3177-0 93-P1-K1-B5 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2645198 

45 

5.0e-16 

162 
83 

Arabidopsis thaliana chromosome I BAC T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165708 

LIB3177-093-P1-K1-B6 

BLASTX 

gll5767 

734 

4.0e-78 

142 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165709 

LIB3177-093-P1-K1-B7 

BLASTN 

g4115352 

77 

3.0e-35 

168 

93 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165710 

LIB3177-093-P1-K1-B8 

BLASTX 

gl082054 

150 

1.0e-09 

136 
30 

(Z49859) copper transporter protein [Arabidopsis thaliana] 
165711 

LIB3177-093-P1-K1-B9 

BLASTN 

g2673901 

251 

1.0e-139 

449 

100 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165712 

LIB3177-093-P1-K1-C1 

BLASTX 

gll5767 

745 

2.0e-79 

143 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165713 

LIB3177-093-P1-K1-C11 

BLASTN 

g4757392 

83 

9.0e-39 

219 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14A17, complete sequence 

165714 

LIB317 7-093-P1-K1-C12 

BLASTN 

g3241923 

361 

0.0e+00 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10, complete sequence [Arabidopsis thaliana] 

165715 

LIB3177-093-P1-K1-C2 

BLASTX 

g3600058 

526 

1.0e-53 

110 

98 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165716 

LIB3177-093-P1-K1-C4 

BLASTX 

gll71642 

188 

5.0e-14 

73 
49 
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II 



NCBI Description 



PROBABLE SERINE /THREONINE-PROTE IN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165717 

LIB3177-093-P1-K1-C5 

BLASTX 

g!32102 

724 

6.0e-77 

137 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_embj3AA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165718 

LIB3177-093-P1-K1-C6 

BLASTN 

g4757392 

68 

3.0e-30 

116 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

165719 

LIB3177-093-P1-K1-C8 

BLASTX 

g99696 

801 

5.0e-86 

144 

99 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165720 

LIB3177-093-P1-K1-C9 

BLASTX 

g2244863 

174 

2.0e-12 

132 

38 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



165721 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
;NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-093-P1-K1-D11 

BLASTX 

g4115925 

690 

5.0e-73 

135 
60 

(AE118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

165722 

LIB3177-093-P1-K1-D12 

BLASTX 

g4006898 

304 

8.0e-28 

58 

98 

(Z99708) splicing factor-like protein [Arabidopsis 
thaliana] 

165723 

LIB3177-093-P1-K1-D2 

BLASTX 

g2829871 

792 

7.0e-85 

150 

99 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
165724 

LIB3177-093-P1-K1-D3 

BLASTX 

gl32102 

639 

5.0e-67 

128 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68 0 61_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165725 

LIB3177-093-P1-K1-D4 

BLASTX 

g2956690 

443 

1.0e-48 

135 
62 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414 928 
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'Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF079800) PsbY precursor [Arafoidopsis thaliana] 
165726 

LIB3177-093-P1-K1-D6 

BLASTX 

gl32090 

208 

7.0e-17 

50 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA327 00__ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

165727 

LIB3177-093-P1-K1-D7 

BLASTX 

g4678259 

555 

4.0e-57 

144 

78 

(AL049657) putative protein [Arabidopsis thaliana] 
165728 

LIB3177-093-P1-K1-D8 

BLASTX 

g2062164 

403 

1.0e-39 

76 

99 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165729 

LIB3177-093-P1-K1-E1 

BLASTX 

g4581146 

734 

4.0e-78 

152 
93 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

165730 

LIB3177-093-P1-K1-E10 

BLASTN 

g3236234 

148 

1.0e-77 

279 

98 



22275 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thai iana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165731 

LIB3177-093-P1-K1-E11 

BLASTX 

g3377797 

336 

2.0e-31 

67 
99 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165732 

LIB3177-093-P1-K1-E12 

BLASTX 

gl66834 

662 

9.0e-70 

128 
98 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

165733 

LIB3177-093-P1-K1-E2 

BLASTN 

g4309719 

294 

1.0e-164 

400 
99 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165734 

LIB3177-093-P1-K1-E3 

BLASTX 

g4678332 

150 

1.0e-09 

85 
41 

(AL04 9658) putative peptide transporter [Arabidopsis 
thaliana] 

165735 

LIB3177-093-P1-K1-E6 

BLASTX 

g2119846 

618 

1.0e-64 



22276 



II 



Match length 

% identity 

NCBI Description 



119 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


165736 


Seq. ID 


LIB3177-093-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g401169 


Dijrio i score 


Z OZ 


E value 


5.0e-23 


Match length 


53 


% identity 


94 


NCBI Description 


TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 


Seq. No. 


165737 


Seq. ID 


LIB3177-093-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4218123 


BLAST score 


441 


E value 


1 . Oe-43 


Match length 


143 


% identity 


65 


NCBI Description 


(AL035353) photosystem I subunit PSI-E-like protein 




[Arabidopsis thaliana] 


Seq. No. 


165738 


Seq. ID 


LIB3177-093-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl709825 


BLAST score 


663 


E value 


y . ue- / U 


Match length 


134 


% identity 


100 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 




(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana 


Seq. No. 


165739 


Seq. ID 


LIB3177-093-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


232 


E value 


1.0e-127 


Match length 


465 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T28M21 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165740 


Seq. ID 


LIB3177-093-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3288821 



22277 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



505 

2.0e-51 

113 

86 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

165741 

LIB3177-093-P1-K1-F11 

BLASTN 

g2264317 

55 

5.0e-22 

196 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

165742 

LIB3177-093-P1-K1-F12 

BLASTN 

g3297806 

39 

1.0e-12 

288 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17I5 
(ESSA project) 

165743 

LIB3177-093-P1-K1-F3 

BLASTN 

g4454022 

210 

1.0e-115 

230 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165744 

LIB3177-093-P1-K1-F4 

BLASTX 

g4678935 

637 

2.0e-69 

152 

89 

(AL049711) putative protein 
165745 

LIB3177-093-P1-K1-F6 

BLASTX 

g2245144 

449 



[Arabidopsis thaliana] 



22278 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-44 

138 
64 

(Y10846) O-acetylserine (thiol) 



lyase [Brassica juncea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



165746 

LIB3177-093-P1-K1-F7 

BLASTX 

g2415406 

150 

1.0e-09 

84 
37 

(AF015775) YodT [Bacillus subtilis] 
>gi_2634366_emb_CAB13865_ (Z99114) similar to 
adenosylmethionine-8-amino-7-oxononanoate aminotransferase 
[Bacillus subtilis] 

165747 

LIB3177-093-P1-K1-F8 

BLASTN 

g2244950 

184 

4.0e-99 
313 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

165748 

LIB3177-093-P1-K1-F9 

BLASTX 

g548604 

483 

6.0e-49 

102 

86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_1076728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 

165749 

LIB3177-093-P1-K1-G1 

BLASTX 

g4539316 

633 

4.0e-69 

144 
98 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

165750 

LIB3177-093-P1-K1-G10 
BLASTX 



22279 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454036 
492 

5.0e-50 

91 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



165751 

LIB3177-093-P1-K1-G11 

BLASTN 

g3108025 

309 

1.0e-174 

317 

99 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAC T13D8, complete 



165752 

LIB3177-093-P1-K1-G12 

BLASTX 

gl35860 

576 

1.0e-59 

116 

100 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_99761j?ir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA4 5115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 

(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 
>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

165753 

LIB3177-093-P1-K1-G2 

BLASTX 

g4741960 

504 

4.0e-51 

118 
83 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165754 

LIB3177-093-P1-K1-G3 

BLASTX 

g66618 

622 

6.0e-65 

141 

87 

3-phosphoshikimate 1-carboxyvinyltransf erase (EC 2.5.1.19) 
precursor - Arabidopsis thaliana 



22280 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165755 

LIB3177-093-P1-K1-G4 

BLASTX 

gll69599 

574 

2.0e-59 

125 
86 

OMEGA- 3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi_541883_pir JQ2336 omega-3 fatty acid desaturase (EC 

1.14.99.-) CFD - Arabidopsis thaliana >gi_408481 (L22961) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_468434_dbj_BAA05040_ (D26019) plastid fatty acid 
desaturase [Arabidopsis thaliana] >gi_541653_dbj_BAA0310( 
(D14007) omega-3-desaturase [Arabidopsis thaliana] 

165756 

LIB3177-093-P1-K1-G5 

BLASTN 

g2673901 

255 

1.0e-141 

423 
99 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165757 

LIB3177-093-P1-K1-G6 

BLASTN 

g4741184 

321 

0.0e+00 

347 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 
(ESSA project) 

165758 

LIB3177-093-P1-K1-G7 

BLASTX 

g4210334 

150 

1.0e-09 

29 
97 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 

165759 

LIB3177-093-P1-K1-G9 

BLASTN 

g4468801 

290 

1.0e-162 

294 

100 



22281 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 



Seq. No. 


165760 


Seq. ID 


LIB3177-093-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2129729 


BLAST score 


633 


E value 


3 Oe-66 


Match length 


124 


% identity 


98 


NCBI Description 


senescence-associated protein senl - Arabidopsis thaliana 




>gi_1046270 (U26945) senescence-associated protein 




[Arabidopsis thaliana] >gi_3367595_emb_CAA20047 (AL031135 




senescence-associated protein senl [Arabidopsis thaliana] 




>gi_3805843_emb__CAA214 63_ (AL031986) senescence-associated 




protein senl [Arabidopsis thaliana] 


Seq. No. 


165761 


Seq. ID 


LIB3177-093-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl931655 


BLAST score 


181 


E value 


1.0e-13 


Match length 


36 


% identity 


97 


NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis thaliana] 


Seq. No. 


165762 


Seq. ID 


T TR"^1 n_PiQ^_Dl —tri U1 O 


Method 


BLASTX 


NCBI GI 


g4539405 


BLAST score 


287 


E value 


2.0e-26 


Match length 


73 


% identity 


81 


NCBI Description 


(AL04 9524) putative ribosomal protein L9, cytosolic 




[Arabidopsis thaliana] 


Seq. No. 


165763 




T 1 7 1 — H Q Q D1 V\ LJO 

-LliDOl / / — U i?J — xr 1— i\± — riZ 


Method 


BLASTX 


NCBI GI 


g2257743 


BLAST score 


232 


E value 


1.0e-19 


Match length 


58 


% identity 


84 


NCBI Description 


(U62020) lysine-sensitive aspartate kinase [Arabidopsis 




thaliana] 


Seq. No. 


165764 


Seq. ID 


LIB3177-093-P1-K1-H3 



Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g!703108 

414 

1.0e-71 
146 



22282 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

ACTIN 2/7 >gi_2129525_pir_S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (027811) actin7 [Arabidopsis 
thaliana] 

165765 

LIB3177-093-P1-K1-H4 

BLASTN 

g2275194 

254 

1.0e-141 

262 
100 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165766 

LIB3177-093-P1-K1-H5 

BLASTX 

g4587525 

210 

5.0e-17 

90 
48 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 

165767 

LIB3177-093-P1-K1-H6 

BLASTX 

g3738261 

284 

2.0e-25 

97 

68 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165768 

LIB3177-093 

BLASTX 

g2257743 

241 

1.0e-20 

58 
84 

(U62020) 
thaliana 



•P1-K1-H7 



lysine-sensitive aspartate kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165769 

LIB3177-093-P1-K1-H8 

BLASTX 

gl26766 



22283 



9 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



49 

2.0e-71 

139 
97 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2) [Brassica napus] 

165770 

LIB3177-093-P1-K1-H9 

BLASTX 

g3023216 

505 

3.0e-51 

105 
98 

14-3-3-LIKE PROTEIN GF14 MU >gi_1531629 (U60444) GF14 mu 
[Arabidopsis thaliana] 



-094-P1-K1-A1 



165771 
LIB3177 
BLASTX 
g3025205 
157 

1.0e-10 

103 
33 

HYPOTHETICAL 65 
>gi_1652223_dbj__BAA17147 
sp. ] 



,1 



KD PROTEIN SLR1919 

(D90903) ABCl-like [Synechocystis 



■094-P1-K1-A10 



165772 

LIB3177- 

BLASTX 

gl26985 

643 

2.0e-67 

126 



MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 

165773 

LIB3177-094-P1-K1-A11 

BLASTX 

g2062158 

592 

2.0e-61 

122 
47 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

165774 

LIB3177-094-P1-K1-A12 

BLASTX 

gl370188 



22284 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



404 

1.0e-39 

96 
84 

(Z73943) RAB7D [Lotus japonicus] 
165775 

LIB3177-094-P1-K1-A2 

BLASTX 

g2497733 

570 

7.0e-59 

118 

95 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR {LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

165776 

LIB3177-094-P1-K1-A3 

BLASTN 

g3600062 

122 

2.0e-62 

215 

68 

Arabidopsis thaliana BAC T25C13 
165777 

LIB3177-094-P1-K1-A4 

BLASTX 

g4827050 

357 

6.0e-34 

121 
55 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi_17 2 9927_sp_P5457 8_TGT_HUMAN QUEUINE 
TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
{ GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

165778 

LIB3177-094-P1-K1-A5 

BLASTX 

g4586256 

365 

4.0e-35 

83 
88 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

165779 

LIB3177-094-P1-K1-A6 
BLASTX 



22285 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4538963 
141 

5.0e-09 

30 

97 

(AL04 94 88) chlorophyll a/b-foinding protein-like 
[Arabidopsis thaliana] >gi_474 1958__gb_AAD28776 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

165780 

LIB3177-094-P1-K1-A7 

BLASTX 

gl076366 

678 

1.0e-71 

130 
98 

peptidylprolyl isomerase (EC 
thaliana >gi_460968 (U07276) 

isomerase [Arabidopsis thaliana] >gi__992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



5.2.1.8) - Arabidopsis 
peptidyl-prolyl cis-trans 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165781 

LIB3177-094-P1-K1-A8 

BLASTX 

gl076440 

375 

4 ,0e-36 

84 
86 

acyl-CoA binding protein - rape >gi_1076441_pir S4 9102 

acyl-CoA binding protein - rape >gi_509265_emb_CAA54390_ 
(X77134) acyl-CoA binding protein [Brassica napus] 

165782 

LIB3177-094-P1-K1-A9 

BLASTN 

g3413696 

386 

0.0e+00 

425 

98 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165783 

LIB3177-094-P1-K1-B1 

BLASTX 

g4584110 

306 

5.0e-28 

119 

50 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 



22286 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165784 

LIB3177-094-P1-K1-B10 

BLASTX 

g3023848 

4 62 

2.0e-46 

111 

85 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165785 

LIB3177-094-P1-K1-B11 

BLASTX 

gll5385 

464 

1.0e-46 

90 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

165786 

LIB3177-094-P1-K1-B12 

BLASTX 

g973313 

538 

4.0e-55 

111 

93 

(U30250) myo-inositol 1-phosphate synthase isozyme-2 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165787 

LIB3177-094-P1-K1-B3 

BLASTX 

g4753655 

407 

8.0e-40 

115 

65 

(AL04 9751) pectate lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165788 

LIB3177-094-P1-K1-B4 

BLASTN 

g2264316 

46 

8 .0e-17 

304 

41 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone: 



22287 



Seq. No. 


165789 


Seq. ID 


LIB3177-094-P1-K1-B6 


Method 


BLASTX 


MfDT CT 
LN K^JU J_ Kj ± 




BLAST score 


379 


E value 


1.0e-36 


Match length 


109 


% identity 


70 


NCBI Description 


(AC002336) putative ribosomal protein S26 [Arab 




thaliana] 


Seq. No. 


165790 


Seq. ID 


LIB3177-094-P1-K1-B7 


J. its L11UU 


ljj_irlO l A. 


NCBI GI 


g2052379 


BLAST score 


632 


E value 


3.0e-66 


Match length 


120 


% identity 


98 


NCBI Description 


(U66343) calreticulin [Arabidopsis thaliana] 


Seq. No. 


165791 


Seq. ID 


LIB3177-094-P1-K1-B8 


Method 


BLASTN 






BLAST score 


359 


E value 


0.0e+00 


Match length 


445 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165792 


Seq. ID 


LIB3177-094-P1-K1-B9 


Method 


BLASTN 


NCRT (IT 


y 4 jo^ j j i 


BLAST score 


303 


E value 


1.0e-170 


Match length 


342 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T12H3 gei 




sequence, complete sequence 


Seq. No. 


165793 


Seq. ID 


LIB3177-094-P1-K1-C10 




DiiiiO X A. 


NCBI GI 


g2393775 


BLAST score 


286 


E value 


1.0e-25 


Match length 


58 


% identity 


81 


NCBI Description 


(U82230) prolamin box binding factor [Zea mays] 


Seq. No. 


165794 


Seq. ID 


LIB3177-094-P1-K1-C11 


Method 


BLASTX 



PI clone 



22288 



NCBI GI 


g3122724 


DLiriO ± OOUL ti 


j j ± 


E value 


3.0e-33 


Match length 


69 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) ribosoma 




protein L38 isolog [Arabidopsis thaliana] 


Seq. No. 


165795 


Seq. ID 


LIB3177-094-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4587641 






E value 


0.0e+00 


Match length 


422 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F20D21 genomic 




sequence, complete sequence 


Seq. No. 


165796 


Seq. ID 


LIB3177-094-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4263525 


-D.l_Ltt.Dl bLUic 


^ QPl 


E value 


3.0e-61 


Match length 


138 


% identity 


84 


NCBI Description 


(AC004044) putative photosystem I reaction center subunit 




II precursor [Arabidopsis thaliana] 


Seq. No. 


165797 


Seq. ID 


LIB3177-094-P1-K1-C3 


Method 


BLASTX 




go / oou±4t 


BLAST score 


435 


E value 


4.0e-43 


Match length 


130 


% identity 


81 


NCBI Description 


(AC005499) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


165798 


Seq. ID 


LIB3177-094-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3885511 


RT Z\ Q T cnnrci 
_ji_i.tt.Dl bOOIc 


A "3 1 
4 O 1 


E value 


1.0e-42 


Match length 


109 


% identity 


80 


NCBI Description 


(AF084200) similar to PSI-K subunit of photosystem I from 




barley [Medicago sativa] 


Seq. No. 


165799 


Seq. ID 


LIB3177-094-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g4455348 


BLAST score 


358 


E value 


0.0e+00 



22289 



i 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



165800 

LIB3177-094-P1-K1-C7 

BLASTX 

gll9975 

516 

1.0e-52 

119 
89 

FERREDOXIN PRECURSOR >gi_99692__pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_l 64 37_emb_CAA35 7 5 4_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M358 68) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165801 

LIB3177-094-P1-K1-C8 

BLASTN 

g3241927 

165 

6.0e-88 

215 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 

165802 

LIB3177-094-P1-K1-C9 

BLASTX 

gl32102 

454 

2.0e-45 

92 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165803 

LIB3177-094-P1-K1-D10 

BLASTX 

g3929651 

583 

2.0e-60 

116 
100 

(AJ131206) microbody NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 



165804 



22290 



Seq. ID 


LIB3177-094-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3985952 




4 

uo 


E value 


0.0e+00 


Match length 


470 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MRC8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165805 


Seq. ID 


LIB3177-094-P1-K1-D12 


Method 


BLASTX 




rrd (1Q7 R 67 


BLAST score 


164 


E value 


8.0e-12 


Match length 


34 


% identity 


97 


NCBI Description 


(U64921) ATGP4 [Arabidopsis thaliana] 


Seq. No. 


165806 


Seq. ID 


LIB3177-094-P1-K1-D2 


Method 


BLASTX 


Di Kj Jj ± ul 


gz Uj jZ 13 


BLAST score 


582 


E value 


2.0e-60 


Match length 


131 


% identity 


86 


NCBI Description 


(D85339) hydroxypyruvate reductase [Arabidopsis 


Seq. No. 


165807 


Seq. ID 


LIB3177-094-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


693 


E value 


2.0e-73 


Match length 


131 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 



PI clone: 



PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165808 

LIB3177-094-P1-K1-D4 

BLASTX 

gl490554 

738 

2.0e-78 

157 
92 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



22291 



CI 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165809 

LIB3177-094-P1-K1-D5 

BLASTX 

gll5767 

758 

7.0e-81 

144 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165810 

LIB3177-094-P1-K1-D7 

BLASTX 

g4531437 

591 

2.0e-61 

121 
98 

(AC006224) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165811 

LIB3177-094-P1-K1-D8 

BLASTX 

g2911085 

181 

9.0e-20 

122 

56 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165812 

LIB3177-094-P1-K1-D9 

BLASTN 

g3367567 

262 

1.0e-145 

292 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165813 

LIB3177-094-P1-K1-E1 

BLASTX 

g3776578 

157 

1.0e-10 



22292 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
50 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

165814 

LIB3177-094-P1-K1-E11 

BLASTX 

gll69201 

391 

4.0e-38 

108 
77 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

165815 

LIB3177-094-P1-K1-E2 

BLASTN 

g4581103 

29 

8.0e-07 

173 

90 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

165816 

LIB3177-094-P1-K1-E3 

BLASTX 

gl709687 

495 

3.0e-50 

104 

91 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET (0) 
REDUCTASE) >gi_2129643_pir_S71275 methionine sulfoxide 
reductase - Arabidopsis thaliana >gi_1279212_emb_CAA65991 
(X97326) methionine sulfoxide reductase [Arabidopsis ~ 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165817 

LIB3177-094-P1-K1-E4 

BLASTX 

g2947062 

152 

7.0e-10 

141 

32 

(AC002521) unknown protein [Arabidopsis thaliana] 
165818 

LIB3177-094-P1-K1-E5 

BLASTX 

gl32074 

653 



22293 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1.0e-68 

123 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165819 

LIB3177-094-P1-K1-E6 

BLASTX 

g4490732 

201 

5.0e-16 

43 
93 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

165820 

LIB3177-094-P1-K1-E7 

BLASTN 

g4757404 

259 

l:0e-144 

266 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15, complete sequence 

165821 

LIB3177-0 94-P1-K1-E8 

BLASTX 

g4454051 

500 

9.0e-51 

99 
98 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

165822 

LIB3177-094-P1-K1-E9 

BLASTX 

gl25576 

640 

4.0e-67 

136 

92 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 

>gi_164 41_emb_CAA41155_ (X58149) Ribulose-5-phosphate 

kinase [Arabidopsis thaliana] 

165823 

LIB3177-094-P1-K1-F10 



22294 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4567207 

773 

1.0e-82 

148 
98 

(AC007168) unknown protein [Arabidopsis thaliana] 
165824 

LIB3177-094-P1-K1-F11 

BLASTX 

gl32102 

61 

9.0e-35 

78 
96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_embj3AA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis ~ 
thaliana] 

165825 

LIB3177-094-P1-K1-F12 

BLASTX 

gl32090 

707 

5.0e-75 

135 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 
(RUBISCO SMALL SUBUNIT IB) >gi_68 0 62_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165826 

LIB3177-094-P1-K1-F3 

BLASTX 

g2583134 

445 

3.0e-44 

83 

100 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

165827 

LIB3177-094-P1-K1-F4 

BLASTX 

g2494175 

819 

5.0e-88 

160 

98 



22295 



II 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUTAMATE DECARBOXYLASE 2 (GAD 2) >gi_1184 960 (U4 6665) 
glutamate decarboxylase 2 [Arabidopsis thaliana] 
>gi__1236619 (U4 9937) glutamate decarboxylase [Arabidopsis 
thaliana] 

165828 

LIB3177-094-P1-K1-F5 

BLASTX 

g2252825 

627 

2.0e-65 

119 
100 

(AF013293) Similar to transmembrane protein; coded for by 
A. thaliana cDNA H37637; coded for by A. thaliana cDNA 
T41850; coded for by A. thaliana cDNA T13717; coded for by 
A. thaliana cDNA T04371; coded for by A. thaliana cDNA 
T43789; coded 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
■BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165829 

LIB3177-0 94-P1-K1-F6 

BLASTX 

gll5767 

771 

2.0e-82 

146 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

165830 

LIB3177-094-P1-K1-F7 

BLASTX 

gl657617 

585 

1.0e-60 

117 

99 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

165831 

LIB3177-0 94-P1-K1-F9 

BLASTX 

g3885511 

390 

7.0e-38 

99 

80 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 



22296 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165832 

LIB3177-094-P1-K1-G1 

BLASTX 

g2501555 

528 

5.0e-54 

122 
78 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

165833 

LIB3177-094-P1-K1-G10 

BLASTX 

gl32110 

561 

6.0e-58 

105 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165834 

LIB3177-094-P1-K1-G11 

BLASTX 

g4587989 

651 

1.0e-68 
114 

98 

(AF085279) hypothetical Cys-3-His zinc finger protein 
[Arabidopsis thaliana] 

165835 

LIB3177-094-P1-K1-G12 

BLASTN 

g4589437 

457 

0.0e+00 

480 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

165836 

LIB3177-094-P1-K1-G2 

BLASTX 

g4164473 

191 

1.0e-14 

55 

69 



22297 



NCBI Description 



(AF061157] 
f ordii] 



negatively light-regulated protein [Vernicia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165837 

LIB3177-094-P1-K1-G3 

BLASTX 

g4056494 

421 

1.0e-41 

98 
84 

(AC005896) putative protein translocase [Arabidopsis 
thaliana] 

165838 

LIB3177-0 94-P1-K1-G4 

BLASTN 

g4678219 

183 

8.0e-99 

190 

99 

Arabidopsis thaliana chromosome II BAC F9C22 genomic 
sequence, complete sequence 

165839 

LIB3177-094-P1-K1-G5 

BLASTX 

g3885331 

367 

2.0e-35 

98 

68 

(AC005623) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165840 

LIB3177-09T4-P1-K1-G6 

BLASTX 

g2688824 

254 

6.0e-24 

88 
72 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165841 

LIB3177-094-P1-K1-G7 

BLASTX 

g2244990 

312 

6.0e-29 

116 

69 

(Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



22298 



II 



Seq. No. 


165842 


Seq. ID 


LIB3177-094-P1-K1-G8 




J3J_i,tt.O 1 A 


NCBI GI 


g4741952 


BLAST score ' 


607 


E value 


3.0e-63 


Match length 


113 


% identity 


74 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165843 


Seq. ID 


LIB3177-094-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2795803 




o 1 o 


E value 


1.0e-36 


Match length 


106 


% identity 


68 


NCBI Description 


(AC003674) putative beta-1, 3-endoglucanase [Arab 




thaliana] >gi_33554 91 (AC004218) putative 




beta-1, 3-endoglucanase [Arabidopsis thaliana] 


Seq. No. 


165844 


Seq. ID 


LIB3177-094-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g4557061 


BLAST score 


98 


E value 


8.0e-48 


Match length 


252 


% identity 


97 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 

165845 

LIB3177-094-P1-K1-H11 

BLASTX 

gl709825 

527 

6.0e-54 

115 

95 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 

165846 

LIB3177-094-P1-K1-H12 

BLASTX 

gl362078 

391 

6.0e-38 

97 
73 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA4 8324_ (X68254) 
cellulase [Tropaeolum majus] 



22299 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165847 

LIB3177-094-P1-K1-H2 

BLASTN 

g4662640 

353 

0. Oe+00 

374 

98 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.2.1.8) - Arabidopsis 
peptidyl-prolyl cis-trans 



165848 

LIB3177-094-P1-K1-H3 
BLASTX 
g3335366 
306 

6.0e-28 

115 
47 

(AC003028) unknown protein [Arabidopsis thaliana] 
165849 

LIB3177-094-P1-K1-H4 
BLASTX 
gl076366 
738 

1.0e-78 

137 
99 

peptidylprolyl isomerase (EC 
thaliana >gi_460968 (U07276) 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 

165850 

LIB3177-094-P1-K1-H5 

BLASTX 

g4210334 

286 

1.0e-25 

59 
93 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 

165851 

LIB3177-094-P1-K1-H6 

BLASTX 

g4678353 

678 

2.0e-71 

128 

98 

(AL049659) cysteine endopeptidase precursor-like protein 
[Arabidopsis thaliana] 



22300 



Seq. No. 


165852 


Seq. ID 


LIB3177-094-P1-K1-H8 






NCBI GI 


g4049350 


BLAST score 


601 


E value 


1.0e-62 


Match length 


115 


% identity 


99 


NCBI Description 


(AL034567) putative ] 


Seq. No. 


165853 


Seq. ID 


LIB3177-094-P1-K1-H9 


Method 


BLASTN 




yi J01U04 


BLAST score 


257 


E value 


1.0e-142 


Match length 


332 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




sequence, complete s< 


Seq. No. 


165854 


Seq. ID 


LIB3177-095-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


504 


E value 


2.0e-51 


Match length 


98 


% identity 


98 



I BAC T30F21 genomic 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603jpir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165855 

LIB3177-095-P1-K1-A10 

BLASTN 

g4558521 

146 

1.0e-76 

250 
98 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165856 

LIB317 7-095-P1-K1-A11 

BLASTX 

g2160168 

471 

2.0e-47 
99 



22301 



NCBI Description 



(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853, gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


165857 


Seq. ID 


LIB3177-095-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2980771 


BLAST score 


481 


E value 


1.0e-48 


Match length 


93 


% identity 


91 


NCBI Description 


(AL022198) chloroplast omega-6 fatty acid desaturase ( 




r 7\ y a V^i "1 H pin <3 i q fha 1 i ana 1 
L £\±- cau i. 'Ulkj^j o _L o uiict-L-Ldlla. J 


Seq. No. 


165858 


Seq. ID 


LIB3177-095-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4490303 


BLAST score 


450 


E value 


4.0e-45 


Match length 


98 


% identity 


91 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


165859 


Seq. ID 


LIB3177-095-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g4185120 


BLAST score 


139 


E value 


1.0e-72 


Match length 


166 


% identity 


49 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F5F19 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


165860 


Seq. ID 


LIB3177-095-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


39 


E value 


1.0e-12 


Match length 


99 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F9D1 




(ESSAII project) 


Seq. No. 


165861 


Seq. ID 


LIB3177-095-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl769907 


BLAST score 


464 


E value 


2.0e-46 


Match length 


89 


% identity 


97 


NCBI Description 


(X92975) xyloglucan endo-transglycosylase [Arabidopsis 



fad6) 



22302 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165862 

LIB3177-095-P1-K1-B10 

BLASTX 

gll5385 

153 

1.0e-10 

35 
86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



uCLj,. LN D ■ 




Seq. ID 


LIB3177-095-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


gll07482 


BLAST score 


211 


E value 


1.0e-115 


Match length 


242 


% identity 


97 


NCBI Description 


A. thaliana mRNA for 30S ribosomal protein S13 


Seq. No. 


165864 


Q^rr TP) 




Method 


BLASTX 


NCBI GI 


g2062158 


BLAST score 


610 


E value 


1.0e-63 


Match length 


132 


% identity 


47 


NCBI Description 


(AC001645) jasmonate inducible protein isolog 




thaliana] 


Seq. No. 


165865 


Seq. ID 


LIB3177-095-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3510340 


BLAST score 


301 


E value 


1.0e-169 


Match length 


354 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDN11, complete sequence [Arabidopsis thalian< 


Seq. No. 


165866 


Seq. ID 


LIB3177-095-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g4220627 


BLAST score 


90 


E value 


7.0e-43 


Match length 


332 


% identity 


8 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 



22303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165867 

LIB3177-095-P1-K1-C12 

BLASTX 

g2494174 

53 

9.0e-75 

146 

99 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

165868 

LIB3177-095-P1-K1-C2 

BLASTX 

gl071913 

462 

3.0e-46 

125 
70 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177__ (D37963) cysteine 
synthase [Spinacia oleracea] 

165869 

LIB3177-095-P1-K1-C3 

BLASTX 

g3819710 

473 

1.0e-47 

87 
99 

(AJ224161) delta-8 sphingolipid desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165870 

LIB3177-095-P1-K1-C4 

BLASTN 

g3510340 

184 

3.0e-99 

233 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDN11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165871 

LIB3 177-0 95-P1-K1-C5 

BLASTN 

g2244991 

66 

4.0e-29 

132 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 



165872 



22304 



# 



Seq. ID 


LIB3177-095-P1-K1-C9 




Method 


BLASTN 




NCBI GI 


gll67960 




BLAST score 


38 




E value 


7.0e-12 




Match length 


455 




% identity 


22 




NCBI Description 


Arabidopsis thaliana extensin (atExtl) 


gene, complete cds 


Seq. No. 


165873 




Seq. ID 


LIB3177-095-P1-K1-D1 




Method 


BLASTX 




NCBI GI 


gl353163 




BLAST score 


202 




E value 


5 . Oe-16 




Match length 


67 




% identity 


57 




NCBI Description 


HYPOTHETICAL 19.6 KD PROTEIN C23G10.2 


IN CHROMOSOME III 




PRECURSOR >gi_1055071 (U39851) C23G10. 


2 gene product 




[Caenorhabditis elegans] 


Seq. No. 


165874 




Seq. ID 


LIB3177-095-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g445612 




BLAST score 


387 




E value 


1.0e-37 





Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



86 
88 

ribosomal protein S19 [Solanum tuberosum] 
165875 

LIB3177-095-P1-K1-D11 

BLASTN 

g283261.1 

275 

1.0e-153 

308 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

165876 

LIB3177-095-P1-K1-D2 

BLASTX 

g4432863 

567 

1.0e-58 

116 
99 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

165877 

LIB3177-095-P1-K1-D3 

BLASTX 

g4210334 



22305 



BLAST score 
E value 
Match length 
% identity 
NCBl Description 



179 

1.0e-13 

63 
67 

(AJ223804) 2-oxoglutarate dehydrogenase, E3 subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165878 

LIB3177-095-P1-K1-D4 

BLASTX 

gll70203 

432 

6.0e-43 

109 
81 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

165879 

LIB3177-095-P1-K1-D5 

BLASTN 

g4587641 

284 

1.0e-159 

300 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

165880 

LIB3177-095-P1-K1-D6 

BLASTX 

gl32110 

377 

1.0e-36 

79 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi__68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA327 02_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165881 

LIB3177-095-P1-K1-D8 

BLASTN 

g4587641 

386 

0.0e+00 

402 
99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

165882 

LIB3177-095-P1-K1-D9 



22306 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

gl737217 

195 

1.0e-105 

270 
93 

Arabidopsis thaliana vacuolar sorting receptor homolog 
mRNA, complete cds 

165883 

LIB3177-095-P1-K1-E1 

BLASTX 

g2501188 

560 

1.0e-57 

135 
85 

THIAZOLE BIOSYNTHETIC ENZYME >gi_212 975 0_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U1758 9) 
Thil protein [Arabidopsis thaliana] 

165884 

LIB3177-095-P1-K1-E10 

BLASTX 

g2499811 

566 

2.0e-58 

109 
98 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165885 

LIB3177-095 

BLASTX 

g2119848 

646 

9.0e-68 

121 

99 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-E12 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA457 8 9_ (X64 4 59) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



165886 

LIB3177-095-P1-K1-E2 

BLASTN 

g3420043 

237 

1.0e-131 

279 



22307 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165887 

LIB3177-095-P1-K1-E3 

BLASTX 

gl709446 

468 

4.0e-47 

115 

90 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 

PRECURSOR (PDHE1-A) >gi_2117533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_710400 

(U21214) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



oct|. In U • 


1DJOOO 




T TR^I 77-DQ^-Pl -VI -VA 

JjID J 1 / / V zl O n A. i\ ± Hi *± 


Mpf- "h rid 


BLASTX 




g4741944 


BLAST score 


273 


E value 


1.0e-24 


TvT a -J- <~i Vi 1 on n"(" h 


fin 






UcbLIipi LUil 




OCl|. IN <J ■ 




Q^rr TP) 




Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


494 


E value 


4.0e-50 


Match length 


124 


% identity 


75 


NCBI Description 


(AJ012281) adenosine kinase [Zea mays] 


Seq. No. 


165890 


Seq. ID 


LIB3177-0 95-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


59 


E value 


9.0e-25 


Match length 


162 


% identity 


75 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MEE6, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165891 


Seq. ID 


LIB3177-095-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


228 


E value 


1.0e-125 


Match length 


263 



PI clone 



22308 



% identity 


97 






NCBI Description 


Arabidopsis 


thaliana 


genomic DNA, 




MGL6, complete sequence 


Seq. No. 


165892 






Seq. ID 


LIB3177-095- 


-P1-K1-E9 




Method 


BLASTN 






NCBI GI 


g457403 






BLAST score 


54 






E value 


4 . Oe-22 






Match length 


88 






% identity 


92 






NCBI Description 


Arabidopsis 


thaliana 


mRNA for MAP 


Seq. No. 


165893 






Seq. ID 


LIB3177-095- 


-Pl-Kl-Fl 




Method 


BLASTN 






NCBI GI 


g3738275 






BLAST score 


271 






E value 


1.0e-151 






Match length 


435 






% identity 


98 






NCBI Description 


Arabidopsis 


thaliana 


chromosome I 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165894 

LIB3177-095-P1-K1-F11 

BLASTX 

gll9975 

638 

7.0e-67 

145 

90 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165895 

LIB3177-095-P1-K1-F12 

BLASTX 

g4755189 

417 

6.0e-41 

147 

57 

(AC007018) putative cytochrome P450 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165896 

LIB3177-095-P1-K1-F3 

BLASTX 

gll5783 

607 

3.0e-63 

115 
99 



22309 



NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


165897 


Seq. ID 


LIB3 177-0 95-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl209241 


BLAST score 


114 


E value 


2 . 0e-57 


Match length 


230 


% identity 


87 


NCBI Description 


Arabidopsis thaliana metallothionein mRNA sequence 


Seq. No. 


165898 


Seq. ID 


LIB3177-095-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


64 6 


E value 


8 . Oe-68 


Match lpncrth 


127 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-140) (LHCP) >gi 16376 emb CAA27543 (K03909) 




chloroohvll a/b bindina Drotein (LHCP AB 1401 rArabi dnnsi 




thaliana] 


Seq. No. 


165899 


Seq. ID 


LIR^I 77-09S-P1 -PCI -F7 


Mpt" h nri 


RT.ASTX 

J_J J_)l^.O J. A 


NCBI GI 


all72977 


BLAST score 


56 


K va 1 hp 

1_J v CL -L- LJ. 


9 . 0e-41 


Match length 


105 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi 606970 (U15741) cytoplasmic 




ribosomal protein L18 [Arabidopsis thaliana] 


Seq. No. 


165900 


Seq. ID 


LIB3177-095-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


a4314354 


BLAST score 


76 


F, V3 1 IIP 


2 . Oe-35 


Match length 


79 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T9I22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165901 


Seq. ID 


LIB3177-095-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


701 


E value 


3.0e-74 


Match length 


133 



22310 



# 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165902 

LIB3177-095-P1-K1-G10 

BLASTX 

g3953473 

625 

2.0e-65 

126 

100 

(AC002328) F2202.18 [Arabidopsis thaliana] 
165903 

LIB3177-095-P1-K1-G11 

BLASTX 

g4741960 

540 

2.0e-55 

102 
62 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
165904 

LIB3177-095-P1-K1-G2 

BLASTX 

gl32074 

785 

4.0e-84 

147 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

165905 

LIB3177-095-P1-K1-G4 

BLASTX 

gll5783 

654 

9.0e-69 

126 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 

165906 

LIB3177-095-P1-K1-G5 

BLASTX 

g4049341 

152 



22311 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

58 
48 

(AL034567) putative protein [Arabidopsis thaliana] 
165907 

LIB3177-095-P1-K1-G6 

BLASTN 

g4455290 

57 

2.0e-23 

94 

66 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18A5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165908 

LIB3177-095-P1-K1-G7 

BLASTX 

g3869251 

297 

5.0e-27 

95 

64 

(U39287) f erredoxin-dependent glutamate synthase precursor 
[Arabidopsis thaliana] 

165909 

LIB3177-095-P1-K1-G8 

BLASTX 

gl20675 

43 

7 ,0e-49 

125 
89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi__21143_emb_CAA27 84 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165910 

LIB3177-095-P1-K1-G9 

BLASTX 

g2462840 

605 

5.0e-63 

114 

99 

(AF000657) cytochrome C [Arabidopsis thaliana] 
165911 

LIB3177-0 95-P1-K1-H12 

BLASTX 

g4567207 

721 

1.0e-76 



22312 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
99 

(AC007168) unknown protein [Arabidopsis thalianaj 
165912 

LIB3177-095-P1-K1-H2 

BLASTN 

g3249094 

228 

1.0e-125 

315 
99 

Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165913 

LIB3177-095-P1-K1-H4 

BLASTX 

gll4654 

46 

1.0e-16 

55 

95 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67 8 98_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812__emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 



Seq. No. 


165914 


Seq. ID 


LIB3177-095-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4755189 


BLAST score 


381 


E value 


1.0e-36 


Match length 


138 


% identity 


57 


NCBI Description 


(AC007018) putative c 


Seq. No. 


165915 


Seq. ID 


LIB317 7-095-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl350965 


BLAST score 


551 


E value 


1.0e-56 


Match length 


108 


% identity 


97 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Seq. No. 


165916 


Seq. ID 


LIB3177-095-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g99696 


BLAST score 


246 



(S12) 



22313 



m 



E value 
Match length 
% identity 
NCBI Description 



4.0e-21 

77 

66 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi__240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_22 8 453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165917 

LIB3177-095-P1-K1-H9 

BLASTX 

g282865 

354 

2.0e-38 

93 
87 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>giJL6207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165918 

LIB3177-096-P1-K1-A1 

BLASTX 

g2529665 

421 

1.0e-41 

110 
79 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165919 

LIB3177-096-P1-K1-A10 

BLASTX 

g2764941 

478 

3.0e-48 

86 
99 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meri sterna tic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165920 

LIB3177-096-P1-K1-A12 

BLASTN 

g4587641 

212 

1.0e-115 

372 
99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 



22314 



ft 



sequence, complete sequence 



Seq. No. 


165921 


Seq. ID 


LIB3177-096-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


551 


E value 


7.0e-57 


Match length 


108 


% identity 


98 


NCBI Description 


(AC004005) unknown protein 


Seq. No. 


165922 


Seq. ID 


LIB3177-096-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2129600 


BLAST score 


57 


E value 


1.0e-68 


Match length 


139 


% identity 


99 


NCBI Description 


glutathione synthase (EC 6 



,2.3) 2 - Arabidopsis thaliana 
(fragment) >gi_1107503_emb_CAA90515_ (Z50153) glutathione 

synthetase [Arabidopsis thaliana] >gi_1585560_prf 2201360A 

glutathione synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165923 

LIB3177-096-P1-K1-A5 

BLASTX 

g2119846 

565 

2.0e-58 

107 
99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165924 

LIB3177-096-P1-K1-A6 

BLASTX 

g2708740 

153 

6.0e-10 

140 

35 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
>gi_4 4 06824_gb_AAD2 0132_ (AC006201) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165925 

LIB3177-096-P1-K1-A7 

BLASTN 

g4263762 



22315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51 

4 .Oe-20 

75 
92 

Arabidopsis thaliana chromosome II BAC F17L24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165926 

LIB3177-096-P1-K1-A8 

BLASTX 

gll70159 

308 

3.0e-28 

62 

100 



NCBI Description HISTONE H2B 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



165927 

LIB3177-096-P1-K1-A9 

BLASTN 

g2351071 

353 

0.0e+00 

387 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

165928 

LIB3177-096-P1-K1-B1 

BLASTX 

g4262250 

473 

1.0e-47 

94 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
165929 

LIB3177-096-P1-K1-B10 

BLASTX 

g2062161 

700 

4.0e-74 

132 

51 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

165930 

LIB317 7-096-P1-K1-B11 

BLASTX 

g4263525 

622 

5.0e-65 

143 
86 



22316 



NCBI Description 



(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq, No. 


165931 


Seq. ID 


LIB317 7-096-P1-K1-B12 


Method 




NCBI GI 


g3128228 


BLAST score 


620 


E value 


9.0e-65 


Match length 


125 


% identity 


92 


NCBI Description 


(AC004077) putative ribosomal protein L18A [Arabidopsis 




thaliana] >gi_3337376 (AC004481) putative ribosomal prote 




L18A [Arabidopsis thaliana] 


beq. wo. 




Seq. ID 


LIB3177-096-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4324967 


BLAST score 


768 


E value 


4.0e-82 


Match length 


151 


% identity 


99 


NCBI Description 


(AF114796) ADP-ribosylation factor [Glycine max] 


Seq. No. 


165933 


Seq. ID 


LIB3177-096-P1-K1-B4 


Metnoa 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


695 


E value 


2.0e-73 


Match length 


135 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 




chlorophyll a/b binding protein [Arabidopsis thaliana] 


Seq. No. 


165934 


Seq. ID 


LIB3177-096-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3786324 


BLAST score 


436 


E value 


4 .Oe-43 


Match length 


147 


% identity 


54 


NCBI Description 


(AB015139) chlorophyll a oxygenase [Chlamydomonas 




reinhardtii] 


Seq. No. 


165935 


Seq. ID 


LIB3177-096-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4097549 


BLAST score 


319 


E value 


2.0e-29 


Match length 


116 


% identity 


62 


NCBI Description 


(U64907) ATFP4 [Arabidopsis thaliana] 



22317 




Seq. No. 


165936 


Seq. ID 


LIB3177-096-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3746062 


BLAST score 


322 


E value 


5.0e-30 


Match length 


90 


% Identity 


71 


NCBI Description 


(AC005311) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


165937 


Seq. ID 


LIB3177-096-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


155 


E value 


2.0e-10 


Match length 


85 


% identity 


45 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana] 


Seq. No. 


165938 


Seq. ID 


LIB3177-096-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3420050 


BLAST score 


608 


E value 


2. Oe-63 


Match length 


119 


% identity 


92 


NCBI Description 


( ACO 0 4 680) hvoothpt "i ra 1 nrot p i n f Ar^h i rinn^ ~i <3 ■hh^li^n^l 


Seq. No. 


165939 


Seq. ID 


LIB3177-0 96-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


700 


E value 


4 ,0e-74 


Match length 


128 


% identity 


100 


NCBI Description 


thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 




thaliana >gi 984052 emb CAA61592 (X89413) thioglucoside 




glucohydrolase [Arabidopsis thaliana] 


Seq. No. 


165940 


Seq. ID 


LIB3177-096-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4704730 


BLAST score 


263 


E value 


7 .0e-23 


Match length 


125 


% identity 


41 


NCBI Description 


(AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 


Seq. No. 


165941 


Seq. ID 


LIB317 7-096-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2407802 



22318 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Secf. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



426 

5.0e-42 

87 

100 

(Y12576) histone H2B [Arabidopsis thaliana] 
165942 

LIB3177-096-P1-K1-C3 

BLASTX 

gll9975 

353 

8.0e-34 

75 

95 

F^BjgEpOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[zfe-%S] precursor - Arabidopsis thaliana 
>gi_16437__emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 

165943 

LIB3177-096-P1-K1-C5 

BLASTX 

g4572669 

514 

3.0e-52 

142 

67 

(AC006954) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



165944 

LIB3177-096-P1-K1-C6 

BLASTN 

g4757399 

440 

0.0e+00 

452 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE13, complete sequence 

165945 

LIB3177-096-P1-K1-C7 

BLASTN 

g4589440 

241 

1.0e-133 

368 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSD21, complete sequence 

165946 

LIB3177-096-P1-K1-C8 

BLASTN 

g4589440 



22319 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

0.0e+00 

442 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

165947 

LIB3177-096-P1-K1-C9 

BLASTX 

g4587513 

212 

7.0e-17 

114 

42 

(AC007060) Contains eukaryotic protein kinase domain 
PF 00069. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165948 

LIB3 177-0 96-P1-K1-D1 

BLASTX 

g3892048 

717 

4.0e-76 

142 

100 

(AC002330) putative tryptophan synthase alpha 1-like 
protein [Arabidopsis thaliana] 

165949 

LIB3177-0 96-P1-K1-D10 

BLASTX 

g2160183 

500 

1.0e-50 

130 

78 

(AC000132) Identical to A. thaliana U2 SnRNP-specif ic A' 
protein (gb_X69137) . ESTs gb_ATTS0705, gb_ATTS0339 come 
from this gene. [Arabidopsis thaliana] 

165950 

LIB3177-096-P1-K1-D11 

BLASTX 

g4678354 

756 

1.0e-80 

146 
99 

(AL04 9659) cysteine endopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



165951 

LIB3177-096-P1-K1-D12 

BLASTX 

g3193289 

646 



22320 



E value 


9.0e-68 


Match, lencrth 


150 


% identity 


87 


NCBI Description 


(AF069298) similar to several small proteins (-100 aa) that 




are induced by heat, auxin, ethylene and wounding such as 




Phaseolus aureus indole-3-acetic acid induced protein ARG 




(SW: 32292) [Arabidopsis thaliana] 


Seq. No. 


165952 


Seq. ID 


LIB3177-096-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll45697 




a q n 


E value 


2.0e-64 


Match length 


133 


% identity 


60 


NCBI Description 


(U39485) delta tonoplast integral protein [Arabidopsis 




thaliana] 


Seq. No. 


165953 


Seq. ID 


LIB3177-096-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g2852453 


RT.AST qrorp 

j_j un i^j x k_> _u *3 


260 


E value 


1.0e-144 


Match length 


281 


% identity 


98 


NCBI Description 


Arabidopsis thaliana gene for cystathionine gamma -synthase, 




complete cds 


Seq. No. 


165954 


Seq. ID 


LIB3177-096-P1-K1-D4 


Method 


BLASTX 


NCBI GI 




BLAST score 


636 


E value 


1.0e-66 


Match length 


120 


% identity 


99 


NCBI Description 


(AJ012571) glutathione transferase [Arabidopsis thaliana] 


Seq. No. 


165955 


Seq. ID 


LIB3177-096-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4587515 


Diinui bL-UIc 


£1 A 
D ± ft 


E value 


5.0e-64 


Match length 


151 


% identity 


77 


NCBI Description 


(AC007060) EST gb_Z37678 comes from this gene. [Arabidopsis 




thaliana] 


Seq. No. 


165956 


Seq. ID 


LIB3177-096-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g3869069 


BLAST score 


214 


E value 


1.0e-117 



22321 



Match length 


413 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MEB5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165957 


Seq. ID 


LIB3177-096-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4263774 


dIjAo i score 


zoo 


E value 


1.0e-128 


Match length 


312 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20F21 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165958 


Seq. ID 


LIB3177-096-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g3805755 


rs.i_i.Rb i score 


Z ± D 


E value 


1.0e-117 


Match length 


259 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T25N22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165959 


Seq. ID 


LIB3177-096-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl883006 


BLAST score 


409 


E value 


5.0e-40 


Match length 


129 


% identity 


23 


NCBI Description 


(Y11483) jasmonate inducible protein [Brassica napus] 


Seq. No. 


165960 


Seq. ID 


LIB3177-096-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3046849 


bLiAoi score 


loo 


E value 


2.0e-98 


Match length 


456 


% identity 


50 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K18L3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165961 


Seq. ID 


LIB3177-096-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4585995 


BLAST score 


229 


E value 


4 .Oe-19 


Match length 


60 


% identity 


78 


NCBI Description 


(AC005287) Hypothetical protein [Arabidopsis thaliana] 



22322 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165962 

LIB3177-096-P1-K1-E5 

BLASTX 

g4538963 

67 

5.0e-63 

143 
69 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_47 41958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165963 

LIB3177-096-P1-K1-E6 

BLASTN 

g3608126 

230 

1.0e-126 

412 

100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165964 

LIB3177-096-P1-K1-E7 

BLASTX 

g232033 

184 

1.0e-13 

58 

64 

ELONGATION FACTOR 1 BETA 1 >gi_4 7 98 30__pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta 1 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165965 

LIB3177-096-P1-K1-E8 

BLASTX 

g232033 

194 

8.0e-15 

58 

66 

ELONGATION FACTOR 1 BETA' >gi_47 9830_pir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta 1 
[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



165966 

LIB3177-096-P1-K1-E9 

BLASTX 

g4835233 

413 

1.0e-40 

92 



22323 



% identity 


89 


NCBI Description 


(AL049862) putative protein 1 photosystem II 




oxygen-evolving complex [Arabidopsis thaliana] 


Seq. No. 


165967 


Seq. ID 


LIB3177-096-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4115918 


BLAST score 




E value 


5.0e-22 


Match length 


58 


% identity 


84 


NCBI Description 


(AF118222) similar to nascent polypeptide associated 




complex alpha chain [Arabidopsis thaliana] 


Seq. No. 


165968 


Seq. ID 


LIB3177-096-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


^.OO AO COD 

q3Z93oo3 


BLAST score 


32 


E value 


3.0e-08 


Match length 


171 


% identity 


87 


NCBI Description 


Arabidopsis thaliana BAC T27D20 


Seq. No. 


165969 


Seq. ID 


LIB3177-096-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2708736 


BLAST score 


416 


E value 


0.0e+00 


Match length 


439 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC T13L16 from chromosome II, near 




cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165970 


Seq. ID 


LIB3177-096-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4454037 


BLAST score 


701 


E value 


3.0e-74 


Match length 


128 


% identity 


100 


NCBI Description 


(AL035394) putative major latex protein [Arabidopsis 




thaliana] 


Seq. No. 


165971 


Seq. ID 


LIB3177-096-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g294845 


BLAST score 


299 


E value 


3.0e-27 


Match length 


131 


% identity 


44 


NCBI Description 


(L13655) membrane protein [Saccharum hybrid cultivar 




H65-7052] 



22324 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165972 

LIB3177-096-P1-K1-F6 

BLASTX 

gll75011 

507 

1.0e-51 

98 
99 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_2 96085__emb_CAA4 8356__ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165973 

LIB3177-096-P1-K1-F7 

BLASTX 

gll9143 

208 

8.0e-17 

88 
53 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927__emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165974 

LIB3177-096-P1-K1-F8 

BLASTX 

g99688 

428 

3.0e-42 

141 

65 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_2 9578 9_emb_CAA3 4 4 5 6_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165975 

LIB3177-096-P1-K1-F9 

BLASTX 

gl592681 

486 

5.0e-49 

97 
98 

(X91917) LEA D113 homologue type2 [Arabidopsis thaliana] 
>gi_3668076 (AC004667) LEA D113 type2 protein [Arabidopsis 
thaliana] 



22325 



9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



165976 

LIB3177-096-P1-K1-G1 

BLASTN 

g246255 

65 

5.0e-28 

158 

90 

Bcg4-4-=acyl carrier protein [Brassica rapa, Genomic, 3898 
nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



165977 

LIB3177-096-P1-K1-G10 

BLASTX 

g4835233 

727 

3.0e-77 

142 

99 

(AL04 98 62) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

165978 

LIB3177-096-P1-K1-G11 

BLASTN 

g4371278 

325 

0.0e+00 

442 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

165979 

LIB3177-096-P1-K1-G12 

BLASTN 

g4586098 

254 

1.0e-141 

383 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 

165980 

LIB3177-096-P1-K1-G2 

BLASTX 

g4322346 

183 

2.0e-13 

67 

45 

(AF081825) sodium-dependent high-affinity dicarboxylate 
transporter [Rattus norvegicus] 

165981 

LIB317 7-096-P1-K1-G3 



22326 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptions 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4757405 

147 

6.0e-77 

398 
99 

Arabidopsis thaliana genomic 
MOJ10, complete sequence 



DNA, chromosome 3, PI clone: 



165982 

LIB3177-096-P1-K1-G4 

BLASTX 

g4835235 

241 

3.0e-20 

102 
43 

(AL049862) putative protein [Arabidopsis thaliana] 



165983 

LIB3177-096-P1-K1-G5 

BLASTN 

g2244747 

431 

0. 0e+00 

443 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



165984 

LIB3177-096-P1-K1-G6 

BLASTX 

g266839 

142 

2.0e-10 

62 
63 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi_4787 64_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.4 6) alpha 
chain - Arabidopsis thaliana >gi__164 45_emb_CAA47298_ 
(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PAD1 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome :SUBUNIT=alpha [Arabidopsis thaliana] 

165985 

LIB3177-096-P1-K1-G7 

BLASTX 

g99696 

517 

9.0e-53 

108 
95 

glutamate — ammonia ligase (EC 6.3. 
chloroplast (clone lambdaAtgsll ) - 



1.2) precursor, 
Arabidopsis thaliana 



22327 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

165986 

LIB3177-096-P1-K1-G8 

BLASTX 

g99696 

643 

2.0e-67 

131 

96 

glutamate — ammonia ligase (EC 6.3.1*2) precursor , 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 


165987 


Seq. ID 


LIB3177-096-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g2264310 


BLAST score 


208 


E value 


1.0e-113 


Match length 


440 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MKP11, complete sequence [Arabidopsis thaliana] 


Seq. No. 


165988 


Seq. ID 


LIB3177-096-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2911044 


BLAST score 


602 


E value 


1.0e-62 


Match length 


114 


% identity 


99 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


165989 


Seq. ID 


LIB3177-096-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g232033 


BLAST score 


152 


E value 


7.0e-10 


Match length 


38 


% identity 


74 


NCBI Description 


ELONGATION FACTOR 1 BETA' >gi_4 79830_pir S35501 




translation elongation factor eEF-1 beta' chain - wheat 




>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 bet 




[Triticum aestivum] 


Seq. No. 


165990 


Seq. ID 


LIB3177-096-P1-K1-H12 


Method 


BLASTX 



22328 



# 





rr921 ^£Hn 
juuu 


BLAST score 


335 


E value 


3.0e-31 


Match length 


101 


% identity 


40 


NCBI Description 


(AC000348) " T7N9.20 [Arabidopsis thaliana] 


Seq. No. 


165991 


Seq. ID 


LIB3177-096-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gll76658 


BLAST score 


244 


lit Vdl U.c 


± * ue z u 


Match length 


76 


% identity 


63 


NCBI Description 


HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 




>gi_726363 (U23168) No definition line found 




[Caenorhabditis elegans] 


Seq. No. 


165992 


Seq. ID 


LIB3177-096-P1-K1-H3 


Method 


BLASTX 




g4 / 4 lyD/C. 


BLAST score 


686 


E' value 


2.0e-72 


Match length 


134 


% identity 


67 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


165993 


Seq. ID 


LIB3177-096-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


629 


E value 


8.0e-66 


Match length 


120 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 




chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsi 




thaliana] 


Seq. No. 


165994 


Seq. ID 


LIB3177-096-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g4757400 




A R 


E value 


4.0e-18 


Match length 


83 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MFJ20, complete sequence 


Seq. No. 


165995 


Seq. ID 


LIB3177-096-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4827253 



22329 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

3.0e-10 

35 
83 

(AB027002) plastidic aldolase [Nicotiana paniculata] 
165996 

LIB3177-096-P1-K1-H8 

BLASTX 

gl781348 

154 

3.0e-10 

35 
83 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165997 

LIB3177-096-P1-K1-H9 

BLASTX 

gl32110 

666 

4 .Oe-70 

122 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

165998 

LIB3177-097-P1-K1-A1 

BLASTX 

gll69201 

239 

1.0e-27 

98 
65 

DNA- DAMAGE -RE PAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi__166696 (M98456) DRT112 [Arabidopsis thaliana] 

165999 

LIB3177-097-P1-K1-A10 

BLASTX 

gll69476 

645 

1.0e-67 

123 
100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECT IN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04 632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 



166000 



22330 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3177-097-P1-K1-A11 

BLASTX 

g2501188 

692 

4.0e-73 

155 

90 

THIAZOLE BIOSYNTHETIC ENZYME >gi_212 9750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166001 

LIB3177-097-P1-K1-A12 

BLASTN 

g2191126 

77 

3.0e-35 

173 

86 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166002 

LIB3177-097-P1-K1-A2 

BLASTX 

g3273743 

610 

2.0e-63 

118 
99 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166003 

LIB3177-097-P1-K1-A3 

BLASTX 

g4689386 

406 

7.0e-40 

88 
86 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166004 

LIB3177-097-P1-K1-A4 

BLASTX 

gl20667 

537 

6.0e-55 

137 
78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 



22331 



thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Oc(^, LN O . 


i f, £nn r 
1 oouuo 




Seq. ID 


LIB3177-097-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


g3413700 




BLAST score 


620 




E value 


9.0e-65 




Match length 


145 




% identity 


87 




NCBI Description 


(AC004747) putative YME1 protein 


[Arabidopsis 


Seq. No. 


166006 




Seq. ID 


LIB3177-097-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


gl32110 




BLAST score 


668 




E value 


2.0e-70 




Match length 


124 




% identity 


98 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 


SMALL CHAIN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



(RUBISCO SMALL SUBUNIT 3B) >gi_680 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb__CAA32702_ 

(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

166007 

LIB3177-097-P1-K1-A8 

BLASTX 

g3885511 

473 

2.0e-47 

115 

82 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

166008 

LIB3177-097-P1-K1-A9 

BLASTN 

g3510336 

314 

1.0e-176 

457 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

166009 

LIB3177-097-P1-K1-B1 

BLASTN 

g3883125 

406 

0. 0e+00 
461 



22332 



% identity 97 

NCBI Description Arabidopsis thaliana arabinogalactan-protein (AGP4) mRNA, 
complete cds 

Seq. No. 166010 

Seq. ID LIB3177-097-P1-K1-B10 , 

Method BLASTX 

NCBI GI gl709534 

BLAST score 573 

E value 3.0e-59 

Match length 135 

% identity 85 



NCBI Description DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE A (P5CS A) 

[CONTAINS: GLUTAMATE 5-KINASE (GAMMA- GLUTAMYL KINASE) (GK) 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
( GLUTAMATE- 5-SEMIALDEHYDE DEHYDROGENASE ) 

( GLUTAMYL-GAMMA-SEMIALDE . . . >gi_2129572_pir S66637 

delta-l-pyrroline-5-carboxylate synthetase - Arabidopsis 
thaliana >gi_829100_emb_CAA607 40_ (X87330) 
pyrroline-5-carboxylate synthetase [Arabidopsis thaliana] 
>gi_87 08 66_emb_CAA604 4 6_ (X86777) pyrroline-5-carboxylate 
synthetase A [Arabidopsis thaliana] 

>gi_104124 8_emb_CAA61593_ (X89414) pyrroline-5-carboxylate 
synthase [Arabidopsis thaliana] >gi_2642162 (AC003000) 
delta-l-pyrroline 5-carboxylase synthetase, P5C1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166011 

LIB3177-097-P1-K1-B11 

BLASTX 

g4455198 

737 

2.0e-78 

143 
100 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166012 

LIB3177-097-P1-K1-B12 

BLASTX 

g3288821 

630 

7.0e-66 

139 
88 

(AF063901) alanine : glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669. 1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 



Seq. No. 166013 

Seq. ID LIB3177-097-P1-K1-B2 

Method BLASTN 

NCBI GI g2245377 

BLAST score 477 

E value 0.0e+00 

Match length 477 



22333 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARF1) mRNA, 



Seq. No. 
Seq. ID 
Method 



166014 

LIB3177-097-P1-K1-B3 

BLASTN 

g4510360 

33 

7.0e-09 

65 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

166015 

LIB3177-097-P1-K1-B4 

BLASTX 

g2827559 

265 

5.0e-23 

67 
79 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA197 98_ (AL031018) putative protein 
[Arabidopsis thaliana] 

166016 

LIB317 7-097-P1-K1-B6 

BLASTX 

g2695703 

634 

2.0e-66 

149 

81 

(Y10555) CONSTANS [Arabidopsis thaliana] 

>gi_2695705_emb_CAA71588__ (Y10556) CONSTANS [Arabidopsis 
thaliana] 

166017 

LIB3177-097-P1-K1-B8 

BLASTX 

gl32110 

662 

1.0e-69 

127 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

166018 

LIB3177-097-P1-K1-B9 
BLASTN 



22334 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3985932 
134 

3.0e-69 

354 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22J17, complete sequence [Arabidopsis thaliana] 



166019 

LIB3177-097-P1-K1-C1 

BLAST N 

g259446 

147 

5.0e-77 

168 
100 

glycine-rich protein 
C24, mRNA, 680 nt] 



{clone atGRP-3} [Arabidopsis thaliana, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166020 

LIB3177-097-P1-K1-C11 

BLASTX 

gll3024 

712 

2.0e-75 

136 

99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

166021 

LIB3177-097-P1-K1-C12 

BLASTX 

gll71993 

654 

8.0e-69 

128 

98 

PHENYLALANINE AMMON I A- L Y AS E 2 >gi_1076370_pir S52 991 

phenylalanine ammonia- lyase (EC 4.3.1.5) - Arabidopsis 
thaliana >gi_497421 (L33678) phenylalanine ammonia lyase 
[Arabidopsis thaliana] 



166022 

LIB3177-097 

BLASTX 

g2342687 

800 

8.0e-86 

154 
98 

(AC000106) 
(gb_U43629) 



■P1-K1-C2 



Seq. No. 
Seq. ID 



[Arabidopsis thaliana] 
166023 

LIB3177-097-P1-K1-C6 



Similar to Beta integral membrane protein 
EST gb_W43122 comes from this gene. 



22335 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4507433 

240 

4.0e-20 

129 
42 

testis enhanced gene transcript 

>gi_172 9891_sp_P55061_TEGT_HUMAN TEGT PROTEIN (TESTIS 

ENHANCED GENE TRANSCRIPT) >gi_2136254_pir 138334 TEGT 

(testis enhanced gene transcript) - human 
>gi_458545_emb_CAA53472_ (X75861) TEGT [Homo sapiens] 



Seq. No. 


166024 


Seq. ID 


LIB3177-097-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4567208 


BLAST score 


192 


E value 


2.0e-14 


Match length 


81 


% identity 


56 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166025 


Seq. ID 


LIB3177-097-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2245110 


BLAST score 


274 


E value 


3.0e-24 


Match length 


54 


% identity 


100 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166026 

LIB3177-097-P1-K1-C9 

BLASTX 

g2119846 

408 

5.0e-40 

80 
97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166027 

LIB3177-097-P1-K1-D1 

BLASTN 

g3492855 

355 

0.0e+00 

395 

97 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 



22336 



complete sequence [Arabiciopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166028 

LIB317 7-097-P1-K1-D10 

BLASTX 

g3046703 

201 

5.0e-18 

56 
86 

(AL021749) protein kinase ADKl-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166029 

LIB3177-097-P1-K1-D11 

BLASTN 

g3228389 

259 

1.0e-143 

447 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166030 

LIB3177-097-P1-K1-D12 

BLASTX 

g2829899 

449 

1.0e-44 

145 

58 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

166031 

LIB3177-097-P1-K1-D2 

BLASTN 

g4309683 

460 

0.0e+00 

480 

99 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

166032 

LIB3177-097-P1-K1-D3 

BLASTX 

g3893081 

652 

2.0e-68 

157 

77 

(AJ012747) MLH1 protein [Arabidopsis thaliana] 



22337 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166033 

LIB3177-097-P1-K1-D4 

BLASTX 

gll9143 

711 

2.0e-75 

140 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454__ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


166034 


Seq. ID 


LIB3177-097 


Method 


BLASTX 


NCBI GI 


g3522954 


BLAST score 


572 


E value 


4.0e-59 


Match length 


137 


% identity 


82 


NCBI Description 


(AC004411) 


Seq. No. 


166035 


Seq. ID 


LIB3177-097 


Method 


BLASTX 


NCBI GI 


gll9975 


BLAST score 


505 


E value 


2.0e-51 


Match length 


118 


% identity 


88 


NCBI Description 


FERREDOXIN 



1CURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166036 

LIB3177-097-P1-K1-D8 

BLASTX 

g2119846 

615 

3.0e-64 

118 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi__3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 



22338 



chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


166037 


c Qrf t n 
oeq. ±u 


T TR^I 7'7_riC)7-Pl -K1 -HQ 
iiiDji / / Uz> 1 Jrj. rvx Uy 


Method 


BLASTX 


NCBI GI 


g4467137 


BLAST score 


332 


E value 


4.0e-32 


Match length 


149 


% identity 


45 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


166038 


Seq. ID 


LIB3177-097-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll5470 


BLAST score 


380 


E value 


1.0e-36 


Match length 


143 


% identity 


57 


NCBI Description 


CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 



DEHYDRATASE) >gi_320554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 
>gi_14343_emb_CAA46508_ (X65541) carbonic anhydrase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166039 

LIB3177-097-P1-K1-E10 

BLASTX 

gl076708 

587 

7.0e-61 

120 
27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj__BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA8444 0_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166040 

LIB3177-097-P1-K1-E11 

BLASTX 

g3915826 

650 

3.0e-68 

152 

82 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 
Seq. ID 

Method 



166041 

LIB3177-097-P1-K1-E12 
BLASTX 



22339 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll45699 
546 

4.0e-56 

111 

99 

(U39486) delta tonoplast integral protein 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166042 

LIB3177-097-P1-K1-E2 

BLASTX 

g4263525 

574 

2.0e-59 

135 
84 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

166043 

LIB3177-097-P1-K1-E3 

BLASTX 

g4160280 

313 

9*Oe-29 

95 

61 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
166044 

LIB3177-097-P1-K1-E4 

BLASTN 

g4263774 

189 

1.0e-102 

475 

98 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166045 

LIB3177-097-P1-K1-E7 

BLASTX 

gl00525 

624 

3.0e-65 

135 

25 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb__CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 

166046 

LIB3177-097-P1-K1-E8 

BLASTX 

gl363489 

630 



22340 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-66 

115 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor 
thaliana >gi_984052_emb_CAA61592_ (X89413) 
glucohydrolase [Arabidopsis thaliana] 

166047 

LIB3177-097-P1-K1-E9 

BLASTX 

gl66834 

445 

3.0e-44 

103 

87 

(M8672 
activa 
Rubisc 



- Arabidopsis 
thioglucoside 



0) ribulose bisphosphate carboxylase/oxygenase 
se [Arabidopsis thaliana] >gi_2642155 (AC003000) 
o activase [Arabidopsis thaliana] 



166048 

LIB3177-097-P1-K1-F1 

BLASTX 

g2191138 

421 

' 2.0e-41 
92 
93 

(AF007269) 
thaliana] 



A_IG002N01.18 gene product [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166049 

LIB3177-097-P1-K1-F10 

BLASTX 

gl762584 

744 

3.0e-79 

144 
74 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

166050 

LIB3177-097-P1-K1-F11 

BLASTX 

g2244759 

588 

5.0e-61 

125 
88 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
166051 

LIB3177-097-P1-K1-F12 

BLASTX 

g4587564 

727 

3.0e-77 



22341 



Match length 

% identity 

NCBI Description 



152 
91 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T424 98, gb_T41918, gb_N38024 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166052 

LIB3177-097-P1-K1-F2 

BLASTX 

g2529663 

618 

1.0e-64 

125 
98 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166053 

LIB3177-097-P1-K1-F3 

BLASTX 

g2529663 

482 

8.0e-55 

135 

84 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166054 

LIB3177-097-P1-K1-F4 

BLASTX 

g3182982 

68 

5. 6e+00 

105 

87 

CELL ELONGATION PROTEIN DIMINUTO (CELL ELONGATION PROTEIN 
DWARF1) >gi_602302 (L38520) diminuto [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166055 

LIB3177-097-P1-K1-F5 

BLASTX 

g3980383 

440 

1.0e-43 

83 
100 

(AC004561) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166056 

LIB317 7-0 97-P1-K1-F7 

BLASTN 

g2062153 

36 



22342 



E value 
Match length 
% identity 
NCBI Description 



1.0e-10 

36 
100 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166057 


Seq. ID 


LIB3177-097-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3738291 


BLAST score 


470 


E value 


4.0e-47 


Match length 


117 


% identity 


83 


NCBI Description 


(AC005309) unknown protein [Arabidopsis 


Seq. No. 


166058 


Seq. ID 


LIB3177-097-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl32102 


BLAST score 


692 


E value 


3.0e-73 


Match length 


134 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA327 01_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166059 

LIB3177-097-P1-K1-G1 

BLASTX 

gll3617 

644 

2.0e-67 

128 

99 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68199_pir ADMU f ructose-bisphosphate aldolase (EC 

4.1.2.13) - Arabidopsis thaliana >gi_1628 4_emb_CAA3722 6_ 
(X53058) fructose 1 , 6-diphosphate aldolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166060 

LIB317 7-097-P1-K1-G10 

BLASTX 

g4567268 

456 

1.0e-45 

102 

96 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 



166061 



22343 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3177-097-P1-K1-G11 

BLASTX 

gll45699 

511 

3.0e-52 

104 

98 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 

166062 

LIB3177-097-P1-K1-G12 

BLASTX 

g2119846 

260 

4.0e-23 

51 
100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166063 

LIB3177-097-P1-K1-G2 

BLASTX 

gll4591 

643 

2.0e-67 

132 

98 

ATP SYNTHASE EPSILON CHAIN >gi_81663jpir S01903 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain - 
Arabidopsis thaliana chloroplast >gi_11334_embJ3AA31381__ 

(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 

[Arabidopsis thaliana] 

166064 

LIB3177-097-P1-K1-G3 

BLASTN 

g2739359 

171 

2.0e-91 

178 
99 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166065 

LIB3177-097-P1-K1-G5 

BLASTX 

g3122724 

184 

6.0e-14 



22344 



© 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 
76 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

166066 

LIB3177-097-P1-K1-G6 

BLASTX 

g3913379 

479 

2.0e-48 

98 

91 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi__1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 

166067 

LIB3177-097-P1-K1-G8 

BLASTX 

g4572671 

206 

3.0e-16 

104 
41 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

166068 

LIB3177-097-P1-K1-G9 

BLASTX 

g2853090 

344 

1.0e-32 

70 

100 

(AL021768) 
thaliana] 



small GTP-binding protein-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166069 

LIB3177-097-P1-K1-H10 

BLASTX 

g4490737 

525 

1.0e-53 

118 
88 

(AL035708) putative protein [Arabidopsis thaliana] 
166070 

LIB3177-097-P1-K1-H11 

BLASTN 

g2335089 

235 

1.0e-129 

302 
99 



22345 



NCBI Description Arabiciopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166071 

LIB3177-097-P1-K1-H12 

BLASTX 

g2119846 

435 

2.0e-43 

83 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166072 

LIB3177-097-P1-K1-H2 

BLASTN 

g3046856 

405 

0.0e+00 

441 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166073 

LIB3177-097 

BLASTX 

g2119848 

668 

2.0e-70 

126 

98 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



P1-K1-H3 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA45789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166074 

LIB3177-097-P1-K1-H4 

BLASTX 

g4455336 

721 

1.0e-76 

142 

96 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 



22346 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166075 

LIB3177-097-P1-K1-H5 

BLASTX 

gl363489 

563 

3.0e-58 

104 

98 

thioglucosidase (EC 3.2,3.1) 3D precursor - Arabidopsis 
thaliana >gi_984 052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

166076 

LIB3177-097-P1-K1-H7 

BLASTX 

g3560243 

236 

2.0e-23 

144 

47 

(AL031532) putative hydrolase [Schizosaccharomyces pombe] 
166077 

LIB3177-097-P1-K1-H8 

BLASTX 

g4249379 

733 

5.0e-78 

146 

69 

(AC005966) Strong similarity to gb_X82030 chloroplast RNA 
binding protein (RNP1) from Phaseolus vulgaris. 
[Arabidopsis thaliana] 

166078 

LIB3177-097-P1-K1-H9 

BLASTN 

g2760316 

315 

1.0e-177 

460 
100 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

166079 

LIB3177-098-P1-K1-A1 

BLASTX 

g584794 

527 

7.0e-54 

135 
81 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_282953_pir A41779 H+-transporting ATPase (EC 3.6.1.35) 

- curled-leaved tobacco >gi_170289 (M80489) plasma membrane 



22347 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



H+ ATPase [Nicotiana plumbaginif olia] 
166080 

LIB3177-098-P1-K1-A10 

BLASTX 

g421826 

523 

2.0e-53 
123 

80 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_2 98036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

166081 

LIB3177-098-P1-K1-A11 

BLASTX 

g2388578 

562 

4.0e-58 

114 

99 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166082 

LIB3177-098-P1-K1-A12 

BLASTX 

gl32102 

710 

3.0e-75 

136 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 

166083 

LIB3177-098-P1-K1-A2 

BLASTX 

g3335378 

299 

4.0e-27 

66 

83 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166084 

LIB3177-098-P1-K1-A3 

BLASTX 

g2335100 

789 



22348 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-84 

152 

97 

(AC002339) unknown protein [Arabidopsis thaliana] 
166085 

LIB3177-098-P1-K1-A5 

BLASTX 

g417148 

422 

2.0e-41 

144 
56 

PROBABLE GLUTATHIONE S -TRANSFERASE (HEAT SHOCK PROTEIN 2 6A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

166086 

LIB3177-098-P1-K1-A6 

BLASTX 

g3122753 

539 

3.0e-55 

104 

95 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

166087 

LIB3177-098-P1-K1-A7 

BLASTX 

g3885511 

504 

4.0e-51 

127 
80 

(AF084200) similar to PSI-K subunit of photosystem I from 
barley [Medicago sativa] 

166088 

LIB3177-098-P1-K1-B10 

BLASTX 

g4454036 

754 

2.0e-80 

139 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

166089 

LIB3177-098-P1-K1-B11 

BLASTX 

gl076287 

570 

6.0e-59 
130 



22349 



% identity 

NCBI Description 



85 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 



Seq. No. 


166090 


Seq. ID 


-LIB3177-098-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4218123 


BLAST score 


165 


E value 


2.0e-31 


Match length 


95 


% identity 


82 


NCBI Description 


(AL035353) photosystem I subunit PSI-E-li 




r J\ t*^3 Ki H n'n o i c 4- Vi a 1 n ana 1 

L-"--!- uJJ lUU[JO -L O L. 1 J. a. _L -Ldild J 


Seq. No. 


166091 


Seq. ID 


LIB3177-098-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4106388 


BLAST score 


249 


E value 


3.0e»21 


Match length 


154 


% identity 


44 


NCBI Description 


(AF074849) unknown [Arabidopsis thaliana] 


Seq. No. 


166092 


Seq. ID 


LIB3177-098-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2651314 


BLAST score 


384 


E value 


5.0e-37 


Match length 


110 


% identity 


70 


NCBI Description 


(AC002336) putative ribosomal protein S26 




thaliana] 


Seq. No. 


166093 


Seq. ID 


LIB3177-098-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g3355463 


BLAST score 


66 


E value 


1.0e-28 


Match length 


134 


% identity 


87 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166094 

LIB3177-098-P1-K1-B7 

BLASTX 

g266463 

644 

1.0e-67 

137 

91 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 



22350 



DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase (EC 1.1.1.85) precursor - 
potato >gi_22643_emb_CAA4 7 720_ (X67310) 3-isopropylmalate 

^dehydrogenase [Solanum tuberosum] >gi_445064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 



Seq. No. 


166095 


Seq. ID 


LIB3177-098-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2351070 


BLAST score 


34 


E value 


2.0e-09 


Match length 


58 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c 




riinj-Z/ compxete sequence [/iraoxoopsis tnarianaj 


Seq. No. 


166096 


Seq. ID 


LIB3177-098-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2392021 


BLAST score 


522 


E value 


3.0e-53 


Match length 


147 


% identity 


63 


NCBI Description 


(D63425) phopholipid hydroperoxide glutathione 




peroxidase-like protein [Spinacia oleracea] 


Seq. No. 


166097 


Seq. ID 


LIB317 7-098-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3935164 


BLAST score 


72 


E value 


4.0e-17 


Match length 


82 


% identity 


67 


NCBI Description 


(AC004557) F17L21.7 [Arabidopsis thaliana] 


Seq. No. 


166098 


Seq. ID 


LIB3177-098-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g585536 


BLAST score 


707 


E value 


5.0e-75 


Match length 


129 


% identity 


100 


NCBI Description 


MYROSINASE PRECURSOR ( SINIGRINASE) ( THIOGLUCOSIDASE ) 



>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 166099 

Seq. ID LIB3177-098-P1-K1-C11 

Method BLASTX 

NCBI GI g3482975 

BLAST score 634 



22351 



E value 


2.0e-66 


Match length 


146 


% identity 


87 


NCBI Description 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq. No. 


166100 


Seq. ID 


LIB3177-098-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


798 


E value 


1.0e-85 


Match length 


147 


% identity 


65 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


166101 


Seq. ID 


LIB3177-098-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


770 


E value 


2 Oe-82 


Match length 


149 


% identity 


100 


NCBI Description 


chlorophyll a/b-binding protein CP29 - Arabidopsis 




>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsi 




thaliana] 


Seq. No. 


166102 


Seq. ID 


LIB3177-098-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


200 


E value 


1.0e-108 


Match length 


425 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MCB17, complete sequence 


Seq. No. 


166103 


Seq. ID 


LIB3177-098-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


a4741952 


BLAST score 


709 


E value 


4.0e-75 


Match length 


131 


% identity 


77 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


166104 


Seq. ID 


LIB3177-098-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2244800 


BLAST score 


553 


E value 


5.0e-57 


Match length 


112 


% identity 


96 



NCBI Description (Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



22352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



166105 

LIB3177-098-P1-K1-C6 

BLASTX 

g2062158 

677 

2.0e-71 

143 

47 

(AC001645) jasmonate inducible protein isolog [Arabidopsi 
thaliana] 

166106 

LIB3177-098-P1-K1-C7 

BLASTX 

g2832641 

358 

5.0e-34 

124 

54 

(AL021710) glycolate oxidase - like protein [Arabidopsis 
thaliana] 

166107 

LIB3177-098-P1-K1-C8 

BLASTX 

g2290528 

451 

4.0e-45 

114 

77 

(U94746) AT AN 11 [Arabidopsis thaliana] 
166108 

LIB3177-098-P1-K1-C9 

BLASTN 

g4159704 

95 

6.0e-46 

306 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



166109 

LIB3177-098-P1-K1-D10 

BLASTX 

g2529229 

510 

8.0e-52 

120 

78 

(AB007 907) 6-phosphogluconate 
166110 

LIB3177-0 98-P1-K1-D11 
BLASTX 



dehydrogenase [Glycine max] 



22353 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3688799 
637 

1.0e-66 

129 
98 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166111 

LIB3177-098-P1-K1-D12 

BLASTX 

g3096939 

539 

3.0e-55 

117 
87 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166112 

LIB3177-098-P1-K1-D2 

BLASTX 

g2462741 

664 

6.0e-70 

133 
98 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166113 

LIB3177-098-P1-K1-D3 

BLASTN 

g4662609 

150 

1.0e-78 

469 
100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

166114 

LIB3177-098-P1-K1-D5 

BLASTX 

g4006858 

390 

9.0e-38 

132 
58 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166115 

LIB3177-098-P1-K1-D6 

BLASTN 

gl4342 

234 

1.0e-129 



22354 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



332 
99 

A. thaliana mRNA for carbonic anhydrase 
166116 

LIB3177-098-P1-K1-D7 

BLASTX 

gl32110 

632 

4.0e-66 

119 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68 060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195__emb__CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166117 

LIB3177-098-P1-K1-D8 

BLASTX 

g3879734 

158 

1.0e-10 

89 
47 

(Z93388) predicted using Genefinder; cDNA EST EMBL:D70912 
comes from this gene; cDNA EST EMBL:D734 52 comes from this 
gene; cDNA EST EMBL:D71574 comes from this gene; cDNA EST 
EMBL:D74229 comes from this gene; cDNA EST EMBL : D727 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166118 

LIB317 7-098-P1-K1-E1 

BLASTX 

g3236237 

417 

6.0e-41 

137 
59 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166119 

LIB3177-098-P1-K1-E10 

BLASTX 

g2501188 

633 

3.0e-66 

144 

89 

THIAZOLE BIOSYNTHETIC ENZYME >gi__2 12 9750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

166120 

LIB3177-098-P1-K1-E11 



22355 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4585882 

394 

2.0e-38 

79 

97 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



166121 

LIB3177-098-P1-K1-E12 

BLASTX 

g99735 

384 

5.0e-37 

108 
72 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 
Seq. ID 



166122 

LIB3177-098-P1-K1-E2 

BLASTX 

gl32074 

673 

5.0e-71 

122 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166123 

LIB3177-098-P1-K1-E3 

BLASTX 

g4008012 

494 

6.0e-50 

154 
68 

(AF084037) receptor-like protein kinase [Arabidopsis 
thaliana] 



166124 

LIB3177-098-P1-K1-E4 

BLAST N 

g4589444 

313 

1.0e-176 

328 
54 

Arabidopsis thaliana genomic 
MWF20, complete sequence 

166125 

LIB3177-098-P1-K1-E5 



DNA, chromosome 5, PI clone: 



22356 



ft 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3201613 

52 

1.0e-40 

89 
93 

(AC004 669) glutathione S-transf erase [Arabidopsis thaliana] 
166126 

LIB3177-098-P1-K1-E6 

BLASTX 

g4204274 

708 

5.0e-75 

128 
99 

(AC004146) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

166127 

LIB3177-098-P1-K1-E9 

BLASTX 

g2842482 

310 

2.0e-28 

96 
61 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

166128 

LIB3177-098-P1-K1-F1 

BLASTX 

g3341698 

594 

1.0e-61 

125 
90 

(AC003672) blue copper-binding protein II [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



166129 

LIB3177-098-P1-K1-F10 

BLASTX 

g2832625 

439 

2.0e-43 

135 
63 

(AL021711) putative protein [Arabidopsis thaliana] 
166130 

LIB3177-098-P1-K1-F11 

BLASTX 

g3599491 

637 

1.0e-66 



22357 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 
76 

(AF085149) 



putative aminotransferase [Capsicum chinense] 



166131 

LIB3177-098-P1-K1-F12 

BLASTX 

g3142295 

412 

2.0e-40 

110 

68 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166132 

LIB3177-098-P1-K1-F2 

BLASTX 

g4678328 

385 

4.0e-37 

127 
57 

(AL04 9658) aldehyde dehydrogenase 
[Arabidopsis thaliana] 



(NAD+)-like protein 



166133 

LIB3177-098-P1-K1-F3 

BLASTX 

g4371284 

69 

4.0e-64 

127 

99 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

166134 

LIB3177-098-P1-K1-F4 

BLASTN 

g4662640 

402 

0.0e+00 

414 

99 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

166135 

LIB3177-098-P1-K1-F5 

BLASTX 

gl350720 

553 

7.0e-57 

111 

96 



22358 



NCBI Description 60S RIBOSOMAL PROTEIN L32 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166136 

LIB3177-098-P1-K1-F6 

BLASTX 

gl32074 

741 

6.0e-79 

135 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166137 

LIB3177-098-P1-K1-F7 

BLASTN 

g4757401 

302 

1.0e-169 

448 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

166138 

LIB3177-098-P1-K1-F8 

BLASTX 

gl!69861 

470 

4.0e-47 

112 

79 

G-BOX BINDING FACTOR 2 >gi_8 1 61 6_pir S20884 G-box-binding 

factor 2 - Arabidopsis thaliana >gi_16288_emb_CAA45357_ 
(X638 95) G-box binding factor 2 [Arabidopsis thaliana] 
>gi_3319286 (AF053228) G-box binding factor 2 [Arabidopsis 
thaliana] 

166139 

LIB3177-098-P1-K1-F9 

BLASTX 

g2980770 

681 

5.0e-73 

141 

95 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
166140 

LIB3177-098-P1-K1-G1 

BLASTX 

g4455253 

685 

2.0e-72 
148 



22359 



% identity 


88 


NCBI Description 


(AL035523) superoxide dismutase (EC 1.15.1.1) 




(Fe) (fragment) [Arabidopsis thaliana] 


Seq. No. 


166141 


Seq. ID 


LIB3177-098-P1-K1-G10 


Method 


BLASTX 


IN D X o J. 




BLAST score 


472 


E value 


4.0e-64 


Match length 


144 


% identity 


89 


NCBI Description 


(AF055850) unknown [Arabidopsis thaliana] 


Seq. No. 


166142 


Seq. ID 


LIB3177-098-P1-K1-G11 


Method 


BLASTX 






BLAST score 


583 


E value 


2.0e-60 


Match length 


150 


% identity 


25 


NCBI Description 


(AC005727) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


166143 


Seq. ID 


LIB3177-098-P1-K1-G12 


Method 


BLASTX 




gz o u yz o d 


BLAST score 


662 


E value 


9.0e-70 


Match length 


127 


% identity 


98 


NCBI Description 


(AC002560) F21B7.22 [Arabidopsis thaliana] 


Seq. No. 


166144 


Seq. ID 


LIB3177-098-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3386597 


BLAST score 


576 


E value 




Match length 


109 


% identity 


98 


NCBI Description 


(AC004665) unknown protein [Arabidopsis thaliana] 




>gi_3702347 (AC005397) putative permease [Arabidopsis 




thaliana] 


Seq. No. 


166145 


Seq. ID 


LIB3177-098-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl707412 


BLAST score 


367 


E value 


5.0e-35 


Match length 


152 


% identity 


48 



NCBI Description 



(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 



22360 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166146 

LIB3177-098-P1-K1-G4 

BLASTN - 

g2351063 

208 

1.0e-113 

454 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCL19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166147 

LIB3177-098-P1-K1-G5 

BLASTX 

g2864617 

523 

2.0e-53 

132 
82 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



like 



166148 

LIB317 7-098-P1-K1-G6 

BLASTX 

g544018 

613 

7.0e-64 

153 

78 

NITRATE /CHLORATE TRANSPORTER >gi_107 6359_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688 
gb_R29817, gb_R29862, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


166149 




Seq. ID 


LIB3177-098-P1-K1 


-G7 


Method 


BLASTX 




NCBI GI 


g512400 




BLAST score 


562 




E value 


6.0e-58 




Match length 


153 




% identity 


71 




NCBI Description 


(X74947) annexin 


[Medicago 


Seq. No. 


166150 




Seq. ID 


LIB3177-098-P1-K1 


-G8 


Method 


BLASTX 




NCBI GI 


g3915847 




BLAST score 


293 




E value 


1.0e-26 




Match length 


76 




% identity 


80 





22361 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40S RIBOSOMAL PROTEIN S2 >gi__2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

166151 

LIB3177-098-P1-K1-G9 

BLASTX 

gl32074 

748 

1.0e-79 

136 
100 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166152 

LIB3177-098-P1-K1-H1 

BLASTX 

g3643610 

520 

5.0e-53 

103 

94 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

166153 

LIB3177-098-P1-K1-H11 

BLASTX 

gl710530 

331 

3.0e-31 

83 
75 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

166154 

LIB3177-098-P1-K1-H12 

BLASTX 

g99696 

490 

1.0e-49 

117 

83 

glutamate — ammonia ligase (EC 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll ) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi__2284 53_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



166155 
LIB3177-0' 



-P1-K1-H2 



22362 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl732572 

601 

2.0e-66 

133 

92 

(U72154) beta-glucosidase [Brassica nigra] 
166156 

LIB3177-098-P1-K1-H3 

BLASTN 

g2392762 

147 

4.0e-77 

294 
98 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 

166157 

LIB3177-098-P1-K1-H4 

BLASTX 

g2499810 

684 

3.0e-72 

131 

99 

PROFILIN 1 >gi_2 981657jpdb_lA0K_ Profilin I From 
Arabidopsis Thaliana >gi_1353763 (U43322) profilin 1 
[Arabidopsis thaliana] >gi__1353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_18 3587 8_bbs_17 9026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers, Peptide, 131 aa] [Arabidopsis thaliana] 
>gi__3687242 (AC005169) profilin 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166158 

LIB3177-098-P1-K1-H5 

BLASTX 

g3913525 

120 

1.0e-26 

110 
71 

DNA POLYMERASE DELTA CATALYTIC CHAIN >gi_2895198 (AF020193) 
DNA polymerase delta [Glycine max] 

166159 

LIB3177-098-P1-K1-H6 

BLASTX 

g3757516 

405 

2.0e-39 

143 
59 

(AC005167) putative TMV resistance protein [Arabidopsis 
thaliana] 



22363 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166160 

LIB3177-098-P1-K1-H8 

BLASTX 

g4490737 

516 

3>0e-60 

140 

86 

(AL035708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166161 

LIB317 7-098-P1-K1-H9 

BLASTX 

g3834302 

57 

6. 0e-52 

113 

93 

(AC005679) 
from Oryza 
this gene. 



Similar to gb__D45384 vacuolar H+-pyrophosphatase 
sativa. ESTs gb_F14272 and gb_F14273 come from 
[Arabidopsis thaliana] 



Seq. No. 


166162 


Seq. ID 


LIB3177-099-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3193311 


BLAST score 


259 


E value 


1.0e-144 


Match length 


453 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F6N15 


Seq. No. 


166163 


Seq. ID 


LIB3177-099-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2983203 


BLAST score 


145 


E value 


5.0e-09 


Match length 


57 


% identity 


42 


NCBI Description 


(AE000696) polypeptide deformylase [Aquifex aeolicus 


Seq. No. 


166164 


Seq. ID 


LIB3177-099-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4056477 


BLAST score 


555 


E value 


4.0e-57 


Match length 


127 


% identity 


64 


NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 



thaliana] 



Seq. No. 166165 

Seq. ID LIB3177-099-P1-K1-A2 

Method BLASTX 

NCBI GI g3386609 



22364 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

1.0e-14 

90 
49 

(AC004 665) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166166 
LIB317 
BLASTX 
g24437 
677 

2.0e-7 

135 
99 

(AF020 
(AC002 



7-099-P1-K1-A3 
51 
1 



303) fumarase [Arabidopsis thaliana] >gi_2529676 
535) putative fumarase [Arabidopsis thaliana] 



166167 

LIB3177-099-P1-K1-A5 

BLASTX 

g2160182 

160 

8.0e-ll 

129 
36 

(AC000132) ESTs gb_ATTS1236, gbJI43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


166168 


Seq. ID 


LIB3177-099-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2462840 


BLAST score 


168 


E value 


5.0e-12 


Match length 


34 


% identity 


97 


NCBI Description 


(AF000657) cytochrome C [Arabidopsis thaliana] 


Seq. No. 


166169 


Seq. ID 


LIB3177-099-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl934741 


BLAST score 


73 


E value 


9.1e-01 


Match length 


55 


% identity 


11 


NCBI Description 


(Y10013) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


166170 


Seq. ID 


LIB3177-099-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4512655 


BLAST score 


363 


E value 


5.0e-35 


Match length 


69 



22365 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(AC007048) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

166171 

LIB317 7-099-P1-K1-A9 

BLASTX 

g2118220 

244 

6.0e-21 

68 
76 

H+-transporting ATPase (EC 3,6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195J7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

166172 

LIB3177-099-P1-K1-B1 

BLASTX 

g2982464 

240 

3.0e-20 

130 

41 

(AL022223) putative protein [Arabidopsis thaliana] 
166173 

LIB3177-099-P1-K1-B10 

BLASTX 

gll5783 

618 

2.0e-64 

116 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166174 

LIB3177-099-P1-K1-B2 

BLASTX 

gl66410 

220 

6.0e-18 

85 
52 

(L07291) Alfin-1 [Medicago sativa] 



22366 



Seq. No. 


166175 


Seq. ID 


LIB3177-099-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4741950 


BLAST score 


738 


E value 


1.0e-78 


Match length 


138 


% identity 


100 


NCBI Description 


(AF134125) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


166176 


Seq. ID 


LIB3177-099-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3288823 


BLAST score 


676 


E value 


3.0e-71 


Match length 


133 


% identity 


100 


NCBI Description 


(AF063852) FUS5 [Arabidopsis thaliana] 


Seq. No. 


166177 


Seq. ID 


LIB3177-099-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2645198 


BLAST score 


45 


E value 


5.0e-16 


Match length 


162 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T26J12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166178 


Seq. ID 


LIB3177-099-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g4490324 


BLAST score 


115 


E value 


4.0e-58 


Match length 


131 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9i 




(ESSA project) 


Seq. No. 


166179 


Seq. ID 


LIB3177-099-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


a3549669 


BLAST score 


677 


E value 


2.0e-71 


Match length 


136 


% identity 


98 


NCBI Description 


(AL031394) putative protein [Arabidopsis thaliana] 


Seq. No. 


166180 


Seq. ID 


LIB3177-099-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2564050 


BLAST score 


424 



22367 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

428 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

166181 

LIB3177-099-P1-K1-C12 

BLASTX 

g2507281 

702 

2.0e-74 

129 

98 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi__l 66870 6_emb_CAA660 4 E 
(X97380) atran2 [Arabidopsis thaliana] 

166182 

LIB3177-099-P1-K1-C2 

BLASTX 

g3355480 

325 

3.0e-30 

100 

59 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

166183 

LIB3177-099-P1-K1-C3 

BLASTX 

g282865 

348 

3.0e-33 

74 

88 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi__4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

166184 

LIB3177-099-P1-K1-C4 

BLASTX 

g3318617 

742 

4.0e-79 

139 

100 

(AB016066) 
thaliana] 



mitochondrial phosphate transporter [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



166185 

LIB3177-099-P1-K1-C5 
BLASTX 



22368 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3445209 
787 

2.0e-84 

148 

99 

(AC004786) putative serine carboxypeptidase I 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



166186 

LIB317 7-099-P1-K1-C6 

BLASTN 

g2088638 

422 

0.0e+00 

446 

36 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166187 

LIB3177-099-P1-K1-C7 

BLASTX 

g4455253 

368 

3.0e-35 

87 
80 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
( Fe) ( fragment ) [Arabidopsis thaliana] 

166188 

LIB3177-099-P1-K1-C8 

BLASTX 

g585536 

51 

3.0e-79 

146 

96 

MYROSINASE PRECURSOR (SINIGRINASE) ( THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

166189 

LIB3177-099-P1-K1-C9 

BLASTN 

g441490 

80 

3.0e-37 

80 
100 

S.alba chloroplast trnR gene 
166190 

LIB3177-099-P1-K1-D1 
BLASTN 



22369 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828182 
370 

0. 0e+00 

374 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


166191 


Seq. ID 


LIB3177-099-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


394 


E value 


3.0e-38 


Match length 


100 


% identity 


73 


NCBI Description 


FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) >gi_551131 




(U14 956) ferredoxin NADP+ reductase precursor [Vicia fa 


Seq. No. 


166192 


Seq. ID 


LIB3177-099-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl946354 


BLAST score 


165 


E value 


5.0e-88 


L Id l_ ^1 1 XdlU LI1 


169 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T06B20 genomic 




sequence, complete sequence 


Seq. No. 


166193 


Seq. ID 


LIB3177-099-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl769968 


BLAST score 


217 


E value 


1 . 0e-17 


Match length 


84 


% identity 


56 


NCBI Description 


(Y10156) myrosinase-associated protein [Brassica napus] 


Seq. No. 


166194 


Seq. ID 


LIB3177-099-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4741954 


BLAST score 


561 


E value 


6.0e-58 


Match length 


119 


% identity 


91 


NCBI Description 


(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 


Seq. No. 


166195 


Seq. ID 


LIB317 7-099-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


669 


E value 


2. 0e-70 


Match length 


134 



22370 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

166196 

LIB317 7-0 99-P1-K1-D5 

BLASTX 

g2119846 

731 

9.0e-78 

139 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

166197 

LIB3177-099-P1-K1-D6 

BLASTN 

g4490324 

222 

1.0e-121 

455 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166198 

LIB3177-099-P1-K1-D7 

BLASTX 

g4218123 

239 

3.0e-20 

101 
52 

(AL035353) photosystem I subunit PSI-E-like protein 
[Arabidopsis thaliana] 

166199 

LIB3177-099-P1-K1-D8 

BLASTX 

g2130028 

352 

2.0e-33 

86 

73 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_34 452 92_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 



Seq. No. 



166200 



22371 



Seq. ID 


LIB3177-099-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4454036 


ID UilO J. O w X c: 


514 


E value 


2.0e-52 


Match length 


94. 


% identity 


100 


NCBI Description 


(AL035394) putative major latex protein [Arabidopsis 




thaliana] 


Seq. No. 


166201 


Seq. ID 


LIB3177-099-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


a2920839 


BLAST score 


299 


E value 


4.0e-27 


Match length 


101 


% identity 


53 


NCBI Description 


(U95136) OS-FIERG2 gene product [Oryza sativa] 


Seq. No. 


166202 


Seq. ID 


LIB3177-099-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3885943 


BLAST score 


483 


T? 1 IIP 
Hi V Cl-L U." 




Match length 


98 


% identity 


98 


NCBI Description 


(AF095455) PII protein [Arabidopsis thaliana] 




>gi_4558559_gb_AAD22652.1_AC007138_16 (AC007138) P I 




nitrogen sensing protein GLB I [Arabidopsis thaliana 


Seq. No. 


166203 


Seq. ID 


LIB3177-099-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


155 


E value 


1.0e-81 


Match length 


452 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I18 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166204 


Seq. ID 


LIB3177-099-P1-K1-E2 


Method 


BLASTX 




y i.^. x w> 


BLAST score 


535 


E value 


7.0e-55 


Match length 


121 


% identity 


87 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] 


Seq. No. 


166205 


Seq. ID 


LIB3177-099-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2446981 



22372 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167 

4.0e-54 

126 

83 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166206 

LIB3177-099-P1-K1-E5 

BLASTX 

g3257003 

170 

6.0e-12 

88 
39 

(AP000002) 37 6aa long hypothetical dehydrogenase 
[Pyrococcus horikoshii] 



166207 

LIB3177-099-P1-K1-E6 

BLASTX 

gll69278 

305 

7.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_5 5 64 7 4_dbj_BAA0 4 5 69_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



166208 

LIB3177-099-P1-K1-E7 

BLASTX 

g544134 

191 

7.0e-16 

77 
57 

DNA- DAMAGE -RE PAI R/ TOLERAT I ON PROTEIN DRT100 PRECURSOR 

>gi_99720 j>ir S228 63 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A46260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

166209 

LIB3177-099-P1-K1-E8 

BLASTX 

gll5767 

621 

6.0e-65 

122 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-165/180) (LHCP) >gi_81603_pir_A29280 chlorophyll 
a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27 541_ (X03908) chlorophyll a/b binding 



22373 



protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


166210 


Seq. ID 


LIB3177-099-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


a!702986 


BLAST score • 


533 


E value 


1.0e-54 


Match length 


125 


% identity 


86 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 CHI >gi 1255987 (U09377) GF14ch 




isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 




chi chain [Arabidopsis thaliana] 


Seq. No. 


166211 


Seq. ID 


LIB3177-099-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2351073 


BLAST score 


291 


E value 


1.0e-163 


Match length 


450 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MYJ24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166212 


Seq. ID 


LIB3177-099-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2497886 




O \J u 


E value 


3.0e-27 


Match length 


54 


% identity 


100 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 




>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 




thaliana >gi_1086463 (U11256) metallothionein [Arabidops 




thaliana] 


Seq. No. 


166213 


Seq. ID 


LIB317 7-099-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2286069 


BLAST score 


547 


E value 


3.0e»56 


Match length 


118 


% identity 


88 


NCBI Description 


(U72155) beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


166214 


Seq. ID 


LIB3177-099-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


49 


E value 


3.0e-72 


Match length 


147 


% identity 


99 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 



22374 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166215 

LIB3177-099-P1-K1-F3 

BLASTX 

g2129533 

710 

3.0e-75 

146 

96 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166216 

LIB3177-099-P1-K1-F4 

BLASTX 

g267136 

442 

6.0e-44 

117 

74 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_2178 69_dbj_BAA02520_ (D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi_4371283__gb_AAD18141__ 
(AC006260) putative plasma membrane intrinsic protein 2C 

[Arabidopsis thaliana] >gi_384324_prf 1905411A 

transmembrane channel [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166217 

LIB3177-099-P1-K1-F6 

BLASTN 

g4589440 

431 

0.0e+00 

452 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166218 

LIB3177-099-P1-K1-F9 

BLASTX 

g4741962 

328 

6.0e-39 

125 
57 

(AF134131) PsbS protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166219 

LIB3177-099-P1-K1-G1 

BLASTX 

gl769905 

504 

4.0e-51 

136 



22375 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

166220 

LIB3177-099-P1-K1-G10 

BLASTX 

g99688 

317 

2.0e-55 

147 

80 

translation elongation factor eEF-1 alpha chain (gene A4) - 
Arabidopsis thaliana >gi_295789_emb_CAA34 4 56_ (X16432) 
elongation factor 1 -alpha [Arabidopsis thaliana] 

166221 

LIB3177-099-P1-K1-G11 

BLASTX 

g4263712 

453 

3.0e-45 

121 

76 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166222 

LIB3177-099-P1-K1-G12 

BLASTX 

g3763935 

46 

3.0e-72 

136 
99 

(AC004450) putative myb-related transcription factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166223 

LIB3177-099-P1-K1-G2 

BLASTX 

gl914683 

281 

5.0e-25 

75 

73 

(Y12013) RAD23, isoform 



I [Daucus carota] 



166224 

LIB3177-099-P1-K1-G3 

BLASTX 

gl710780 

384 

4.0e-37 

106 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433 



22376 



(X96613) cytoplasmic ribosoraal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166225 

LIB317 7-099-P1-K1-G4 

BLASTX 

g2493318 

339 

8.0e-32 

138 

52 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 



Seq. No. 


166226 


Seq. ID 


LIB3177-099-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4204268 


BLAST score 


790 


E value 


1.0e-84 


Match length 


145 


% identity 


99 


NCBI Description 


(AC005223) 62134 [Arabidopsis thaliana] 


O 'C- • L i KJ . 


J. \j \j i 


Seq. ID 


LIB3177-099-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3201633 


BLAST score 


342 


E value 


8.0e-33 


Match length 


70 


% identity 


100 


NCBI Description 


(AC004669) putative cell division protein 




thaliana] 


Seq. No. 


166228 


Seq. ID 


LIB3177-099-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g4469002 


BLAST score 


422 


E value 


0.0e+00 


Match length 


445 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BA( 




(ESSA project) 


Seq. No. 


166229 


Seq. ID 


LIB3177-099-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3024434 


BLAST score 


464 


E value 


2.0e-46 


Match length 


113 


% identity 


84 



T29A15 



NCBI Description 



26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22 951_ 



22377 



(D88663) Tat binding protein 1 [Brassica rapa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166230 

LIB3177-099-P1-K1-H10 

BLASTX 

g2446981 

758 

6.0e-81 

147 

99 

(AB005560) At GDI 2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166231 

LIB3177-099-P1-K1-H12 

BLASTX 

gl053047 

582 

3.0e-60 

116 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166232 

LIB3177-099-P1-K1-H2 

BLASTX 

g4539316 

392 

5.0e-38 

81 

100 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166233 

LIB3177-0 99-P1-K1-H3 

BLASTN 

g2618602 

167 

7.0e-89 

446 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166234 

LIB3177-09 9-P1-K1-H4 

BLASTN 

g4006885 

318 

1.0e-179 

411 

98 

Arabidopsis thaliana DNA chromosome 4, 



ESSA I AP2 contig 



22378 



fragment No 



Seq. No. 


166235 


Seq. ID 


LIB3177-099-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g541799 


BLAST score 


197 


E value 


1.0e-15 


Match length 


38 


% identity 


97 


NCBI Description 


light-harvesting chlorophyll a/b-binding protein - ginkgo 




>gi__34 9443 (L23107) light-harvesting chlorophyll a/b 




binding protein of photosystem II [Ginkgo biloba] 


Seq. No. 


166236 


Seq. ID 


LIB3177-099-P1-K1-H7 


Method 


BLAST N 


NCBI GI 


g3550981 


BLAST score 


148 


E value 


2.0e-77 


Match length 


400 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mutM homologue gene, complete cds 


Seq. No. 


166237 


Seq. ID 


LIB3177-099-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


730 


E value 


1.0e-77 


Match length 


140 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 




(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 




ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chair 




Al precursor - Arabidopsis thaliana 


Seq. No. 


166238 


Seq. ID 


LIB3234-001-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


55 


E value 


5.0e-22 


Match length 


219 


% identity 


82 


NCBI Description 


B.oleracea mRNA for IFA binding protein (splO) 


Seq. No. 


166239 


Seq. ID 


LIB3234-001-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g2645198 


BLAST score 


45 


E value 


5.0e-16 


Match length 


162 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T26J12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 




22379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166240 

LIB3234-001-P1-K1-A12 

BLASTX 

g4204298 

565 

3.0e-58 

145 

77 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166241 

LIB3234-001-P1-K1-A2 

BLASTX 

g3983125 

665 

5.0e-70 

145 

88 

(AF097 648) phosphate/ triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

166242 

LIB3234-001-P1-K1-A3 

BLASTN 

g4510360 

89 

2.0e-42 

326 
88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence , complete sequence 

166243 

LIB3234-001-P1-K1-A4 

BLASTX 

gl35858 

353 

2.0e-33 

69 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

166244 

LIB3234-001-P1-K1-A5 

BLASTN 

g4220628 

457 

0.0e+00 
461 



22380 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



77 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24C1, complete sequence [Arabidopsis thaliana-] 

166245 

LIB3234-001-P1-K1-A6 

BLASTN 

g3172156 

393 

0.0e+00 

449 

96 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 



166246 

LIB3234-001-P1-K1-A7 

BLASTN 

g4006885 

312 

1.0e-175 

393 
99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



166247 

LIB3234-001-P1-K1-A9 

BLASTX 

g3335169 

221 

8.0e-18 

84 
64 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

166248 

LIB3234-001-P1-K1-B10 

BLASTN 

g2828180 

190 

1.0e-102 

264 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4 , complete sequence [Arabidopsis thaliana] 

166249 

LIB3234-001-P1-K1-B12 

BLASTX 

g4506223 

191 

2.0e-14 

99 
40 



22381 



NCBI Description 



proteasome (prosome, macropain) 26S subunit, non-ATPase, 13 
>gi_3618343_dbj_BAA33214_ (AB009398) 26S proteasome subunit 
p40.5 [Homo sapiens] 



Seq. No. 


166250 


Seq. ID 


LIB3234-001-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


535 


E value 


9.0e-55 


Match length 


140 


% identity 


77 


NCBI Description 


(AC004 684) unknown protein 






Seq. ID 


LIB3234-001-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3914002 


BLAST score 


701 


E value 


3.0e-74 


Match length 


154 


% identity 


91 


NCBI Description 


MITOCHONDRIAL LON PROTEASE 




(AF033862) Lon protease [Aj 


Seq. No. 


166252 


Seq. ID 


LIB3234-001-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl709379 


BLAST score 


489 


E value 


2.0e-49 


Match length 


115 


% identity 


78 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADH- PLAS TOQUI NONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 
>gi_881441 (U27653) NADH-plastoquinone oxidoreductase 
[Lupinus luteus] 

166253 

LIB3234-001-P1-K1-B7 

BLASTX 

g2459446 

626 

2.0e-65 

137 

89 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166254 

LIB3234-001-P1-K1-B9 

BLASTN 

g4519195 

434 

0.0e+00 

438 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



22382 



MQC12, complete sequence 



Seq. No. 


166255 


Seq. ID 


LIB3234-001-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


674 


E value 


5.0e-71 


Match length 


151 


% identity 


84 


NCBI Description 


(AF067858) embryo- specif ic protein 3 [Arabidopsis thaliana] 


Seq. No. 


166256 


Seq. ID 


LIB3234-001-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3540210 


BLAST score 


344 


E value 


0.0e+00 


Match length 


428 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F5A8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166257 


Seq. ID 


LIB3234-001-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3025445 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


123 


% identity 


25 


NCBI Description 


(AC004528) R32184_l [Homo sapiens] 


Seq. No. 


166258 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3935149 


BLAST score 


408 


E value 


7.0e-40 


Match length 


144 


% identity 


56 


NCBI Description 


(AC005106) T25N20.13 [Arabidopsis thaliana] 


Seq. No. 


166259 


Seq. ID 


LIB3234-001-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl31286 


BLAST score 


552 


E value 


9.0e-57 


Match length 


133 


% identity 


80 


NCBI Description 


PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN PRECURSOR (P6 



PROTEIN) (CP43) >gi_2144 937_pir F2SP44 photosystem II 

chlorophyll a-binding protein psbC - spinach chloroplast 
>gi_12281_emb_CAA258 64_ (X01724) 44 kd reaction-centre 
protein [Spinacia oleracea] >gi_343362 (M36833) 44 kD 
chlorophyll a apoprotein [Spinacia oleracea] 



22383 



Seq. No. 


166260 


Seq. ID 


LIB3234-001-P1-K1-C4 


Method 


BLASTN 






BLAST score 


377 


E value 


0.0e+00 


Match length 


413 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K3G17, complete sequence 


Seq. No. 


166261 


Seq. ID 


LIB3234-001-P1-K1-C5 




.DJuriO 1 A. 


NCBI GI 


gl418990 


BLAST score 


217 


E value 


2.0e-17 


Match length 


99 


% identity 


42 


NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 


Seq. No. 


166262 


Seq. ID 


LIB3234-001-P1-K1-C6 


Method 


BLASTX 




gz l y 4 iz o 


BLAST score 


515 


E value 


2.0e-52 


Match length 


118 


% identity 


86 


NCBI Description 


(AC002062) EST gb_T43335 comes from this gene. [Arab 




thaliana] 


Seq. No. 


166263 


Seq. ID 


LIB3234-001-P1-K1-C8 


Method 


BLASTN 




y i t u / j_ .j _l 


BLAST score 


439 


E value 


0.0e+00 


Match length 


455 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F2 




(ESSA project) 


Seq. No. 


166264 


Seq. ID 


LIB3234-001-P1-K1-D1 


riennoa 




NCBI GI 


g3461848 


BLAST score 


111 


E value 


2.0e-19 


Match length 


106 


% identity 


58 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 


Seq. No. 


166265 


Seq. ID 


LIB3234-001-P1-K1-D10 


Method 


BLASTX 



22384 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4204299 
646 

8.0e-68 

143 

88 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166266 

LIB3234-001-P1-K1-D12 

BLASTX 

g2062164 

333 

4.0e-31 

125 
27 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

166267 

LIB3234-001-P1-K1-D2 

BLASTX 

g421929 

516 

1.0e-52 

110 
14 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

166268 

LIB3234-001-P1-K1-D4 

BLASTX 

g2462744 

237 

8.0e-20 

149 

34 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
166269 

LIB3234-001-P1-K1-D5 

BLASTX 

g2244792 

237 

8.0e-20 

66 

70 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
166270 

LIB32 34-001-P1-K1-D6 

BLAST N 

g4558586 

55 

5.0e-22 
71 



22385 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 
complete sequence 

166271 

LIB3234-001-P1-K1-D7 

BLASTX 

g4585990 

124 

1.0e-06 

139 
6 

(AC005287) Very similar to disease resistance proteins 
[Arabidopsis thaliana] 

166272 

LIB3234-001-P1-K1-D9 

BLASTX 

g3297819 

323 

7.0e-30 

104 

65 

(AL031032) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166273 

LIB3234-001-P1-K1-E1 

BLASTN 

g4220643 

226 

1.0e-124 

230 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

166274 

LIB3234-001-P1-K1-E10 

BLASTX 

gll69598 

155 

2.0e-81 

149 

100 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

166275 

LIB3234-001-P1-K1-E11 

BLASTX 

g3273743 

620 

9.0e-65 

118 
100 



22386 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

166276 

LIB3234-001-P1-K1-E12 

BLASTX 

g4115915 

266 

3.0e-23 

112 

47 

(AF118222) contains similarity to Helix pomatia br-1 
protein (GB: X96994) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166277 

LIB3234-001-P1-K1-E2 

BLASTN 

g4063737 

415 

0. Oe+00 

423 

100 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166278 

LIB3234-001-P1-K1-E3 

BLASTX 

g4163997 

747 

1.0e-79 

138 
99 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166279 

LIB3234-001-P1-K1-E5 

BLASTX 

g3935158 

401 

5.0e-39 

100 

83 

(AC004557) F17L21.1 [Arabidopsis thaliana] 
166280 

LIB3234-001-P1-K1-E6 

BLASTX 

g2129641 

164 

2.0e-79 

147 

99 

major latex protein type 1 - Arabidopsis thaliana 
>gi_11074 93_emb_CAA63026_ (X91960) major latex protein 



22387 



typel [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166281 

LIB3234-001-P1-K1-E8 

BLASTX 

g2281082 

324 

5.0e-30 

80 

80 

(AC002333) polygalacturonase isolog, 3 T partial 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166282 

LIB3234-001-P1-K1-E9 

BLASTX 

g!345973 

337 

2.0e-35 

94 
80 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi__471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166283 

LIB3234-001-P1-K1-F1 

BLASTX 

g4678299 

711 

2.0e-75 

140 
99 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



166284 

LIB3234-001-P1-K1-F10 

BLASTN 

g4756963 

100 

3.0e-49 

140 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



166285 

LIB3234-001-P1-K1- 

BLASTX 

g4557060 



Fll 



22388 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

9.0e-46 

107 
93 

(AC007154) putative chromosome-associated polypeptide, 5 f 
partial [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166286 

LIB3234-001-P1-K1-F2 

BLASTX 

g2245109 



BLAST score 


668 


E value 


2.0e-70 


Match length 


130 


% identity 


99 


NCBI Description 


(Z97343) carboxyl-terminal proteinase homolog 




thaliana] 


Seq. No. 


166287 


Seq. ID 


LIB3234-001-P1-K1-F4 


Method 


BLASTN 


NPRT CrT 


n^ri47i nn 

y juy / j_ u \J 


BLAST score 


392 


E value 


0. 0e+00 


Match length 


408 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


166288 


Seq. ID 


LIB3234-001-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3309259 


BLAST score 


215 


E value 


1.0e-117 


Match length 


398 


% identity 


87 


NCBI Description 


Arabidopsis thaliana BAC F4H6, chromosome IV, 




sequence 


Seq. No. 


166289 


Seq. ID 


LIB3234-001-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


520 


E value 


5.0e-53 


Match length 


97 


% identity 


98 



NCBI Description 



ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166290 

LIB3234-001-P1-K1-F8 

BLASTX 

g!31360 



22389 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

3.0e-20 

61 

80 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909__ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 

166291 

LIB3234-001-P1-K1-F9 

BLASTX 

g266693 

593 

1.0e-61 

141 

84 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >giJL64 05_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 * 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 

166292 

LIB3234-001-P1-K1-G1 

BLASTN 

g4757403 

258 

1.0e-143 

459 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166293 

LIB3234-001-P1-K1-G11 

BLASTN 

g4263813 

344 

0 . 0e+00 

360 

41 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166294 

LIB3234-001-P1-K1-G12 

BLASTX 

g4538963 

557 

2.0e-57 

137 

62 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_47 41958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 



166295 



22390 



II 



Seq. ID 


LIB3234-001-P1-K1-G2 


Method 


BLASTX 


NPRT GT 

L\ J_J J. \J J- 


Q2664214 

y jiLt \J \J ~ A- " 


BLAST score 


764 


E value 


1.0e-81 


Match length 


149 


% identity 


99 


NCBI Description 


(AJ222646) G2484-1 [Arabidopsis thaliana] 


Seq. No. 


166296 


Seq. ID 


LIB3234-001-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


642 


E value 


3.0e-67 


Match length 


126 


% identity 


100 


NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >giJL6175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607__prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166297 

LIB3234-001-P1-K1-G4 

BLASTX 

gll2682 

656 

6.0e-69 

149 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



166298 

LIB3234-001-P1-K1-G5 

BLASTX 

g3402696 

436 

4.0e-43 

120 
77 

(AC004261) 
synthase, 



putative f errodoxin-dependent glutamate 
3 T partial [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166299 

LIB3234-001-P1-K1-G6 

BLASTN 

g4159705 

382 

0.0e+00 
410 



22391 



% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MGD8 , complete sequence 


Seq. No. 


166300 


Seq. ID 


LIB3234-001-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2656028 


BLAST score 


440 


E value 


0.0e+00 


Match length 


456 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MNF13 


Seq. No. 


166301 


Seq. ID 


LIB3234-001-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


185 


E value 


1.0e-13 


Match length 


62 


% identity 


58 


NCBI Description 


(U95973) lysophospholipase isolog [Arabidopsis thai 


Seq. No. 


166302 


Seq. ID 


LIB3234-001-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2244884 


BLAST score 


376 


E value 


4.0e-36 


Match length 


138 


% identity 


55 


NCBI Description 


(Z97338) glucosyltransferase [Arabidopsis thaliana] 


- 

Seq. No. 


166303 


Seq. ID 


LIB3234-001-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


71 


E value 


3.0e-32 


Match length 


113 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F2 




(ESSAII project) 


Seq. No. 


166304 


Seq. ID 


LIB3234-001-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4375831 


BLAST score 


625 


E value 


3.0e-65 


Match length 


152 


% identity 


79 


NCBI Description 


(AJ006960) peroxidase [Arabidopsis thaliana] 


Seq. No. 


166305 



22392 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3234-001-P1-K1-H4 

BLAST X 

gll2737 

380 

9.0e-37 

110 

73 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4 4 90710_emb_CAB38844 . 1__ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

166306 

LIB3234-001-P1-K1-H5 

BLASTX 

gll70503 

584 

2.0e-60 

113 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503__pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554__emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

166307 

LIB3234-001-P1-K1-H7 

BLASTX 

g231586 

289 

6.0e-26 

118 

56 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi__18831__emb_CAA414 01_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

166308 

LIB3234-001-P1-K1-H8 

BLASTX 

g4539293 

481 

2 .0e-48 

151 

69 

(AL04 9480) putative membrane transporter [Arabidopsis 
thaliana] 

166309 

LIB3234-001-P1-K1-H9 
BLASTX 



22393 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4678299 
697 

9.0e-74 

140 
98 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

166310 

LIB3234-003-P1-K1-A2 

BLASTN 

g2924651 

37 

2.0e-ll 

312 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166311 


Seq. ID 


LIB3234-003-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4415909 


BLAST score 


504 


Ih VdlUc 


j . ue o i 


Match length 


122 


% identity 


27 


NCBI Description 


(AC006282) LEA protein AtECP63 


Seq. No. 


166312 


Seq. ID 


LIB3234-003-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4415909 


BLAST score 


91 


E value 


6.0e-03 


Match length 


96 


% identity 


5 


NCBI Description 


(AC006282) LEA protein AtECP63 


Seq. No. 


166313 


Seq. ID 


LIB3234-003-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2651299 


BLAST score 


370 


E value 


1.0e-35 


Match length 


119 


% identity 


64 


NCBI Description 


(AC002336) putative serine/thre 




[Arabidopsis thaliana] 


Seq. No. 


166314 


Seq. ID 


LIB3234-003-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4220627 


BLAST score 


111 


E value 


1.0e-55 


Match length 


257 



22394 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K20J1, complete sequence [Arabidopsis thaliana] 

166315 

LIB3234-003-P1-K1-B5 

BLASTX 

g2494261 

182 

2.0e-13 

35 
100 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_1877 6_emb__CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi_448 921_prf 1918220A " 

elongation factor Tu [Glycine max] 

166316 

LIB3234-003-P1-K1-B7 

BLAST N 

g2656026 

334 

0.0e+00 

359 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166317 

LIB3234-003-P1-K1-C3 

BLASTN 

g4263694 

44 

2.0e-15 

165 

85 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166318 

LIB3234-003-P1-K1-C4 

BLASTN 

g2088638 

280 

1.0e-156 

280 
100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166319 

LIB3234-003-P1-K1-C5 

BLASTN 

g4199934 

273 

1.0e-152 



22395 



II 



Match length 


347 


% identity 


92 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC T3P18, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


166320 


Seq. ID 


LIB3234-003-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


532 


E value 


1.0e-54 


TVT:a +- /—i l~i "1 r\ ti rri~ lr> 
naLLU Xtriiy L-ii 


1 OA 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 




chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsi 




thaliana] 


Seq. No. 


166321 


Seq. ID 


LIB3234-003-P1-K1-C8 


Method 


BLASTN 






BLAST score 


229 


E value 


1.0e-126 


Match length 


360 


% identity 


91 


NCBI Description 


Sinapis alba chloroplast trnG gene for transfer RNA-Gly 


Seq. No. 


166322 


Seq. ID 


LIB3234-003-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2499236 


BLAST score 


356 


III Value 


d . u e o 4 


Match length 


90 


% identity 


82 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 




>gi_1419474_emb__CAA66944_ (X98298) ndhA [Arabidopsis 




thaliana] 


Seq. No. 


166323 


Seq. ID 


LIB3234-003-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl084336 


BLAST score 


234 


V. vfl 1 np 

Hi V Cl J_ Li.~ 


J. . W C _L z> 


Match length 


44 


% identity 


98 


NCBI Description 


chlorophyll a/b-binding protein type II - Arabidopsis 




thaliana >gi_541565 (U03395) PSI type II chlorophyll 




a/b-binding protein [Arabidopsis thaliana] 


Seq. No. 


166324 


Seq. ID 


LIB3234-003-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


70 



22396 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-31 

133 

88 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166325 

LIB32 34-003-P1-K1-D4 

BLASTN 

g2842474 

348 

0.0e+00 

368 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

166326 

LIB3234-003-P1-K1-D5 

BLASTN 

g3063438 

95 

6.0e-46 

251 
84 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

166327 

LIB3234-003-P1-K1-D6 

BLASTN 

g2281648 

203 

1.0e-110 

207 
100 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166328 

LIB3234-003-P1-K1-D7 

BLASTN 

g972918 

160 

9.0e-85 

256 

91 

Arabidopsis thaliana IAA8 
166329 

LIB3234-003-P1-K1-D8 

BLASTX 

gl32074 

576 

1.0e-59 

117 
94 



(IAA8) gene complete cds 



22397 



# 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166330 

LIB3234-003-P1-K1-D9 

BLASTX 

g4678285 

195 

5.0e-15 

113 
42 

(AL04 9660) putative protein [Arabidopsis thaliana] 
166331 

LIB3234-003-P1-K1-E11 

BLASTN 

g4056476 

79 

2.0e-36 

259 

83 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166332 

LIB3234-003-P1-K1-E12 

BLASTX 

gl40292 

387 

1.0e-37 

88 
86 

HYPOTHETICAL 21.5 KD PROTEIN (ORF 184) 

>gi_82208_pir A05197 hypothetical protein 184 - common 

tobacco chloroplast >gi_11843_emb_CAA77363_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225211_prf 1211235AR ORF 184 [Nicotiana tabacum] 

166333 

LIB3234-003-P1-K1-E2 

BLASTX 

g2288887 

214 

3.0e-17 

87 

54 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC0054 99) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

166334 

LIB3234-003-P1-K1-E4 
BLASTX 



22398 



NCBI GI 


g4138179 




439 


E value 


1.0e-43 


Match length 


99 


% identity 


86 


NCBI Description 


(AJ223969) elongation factor 1 alpha subunit 




domestical 


Seq. No. 


166335 


Seq. ID 


LIB3234-003-P1-K1-E5 


Method 


BLASTX 


KICRT G,T 




BLAST score 


180 


E value 


3.0e-13 


Match length 


99 


% identity 


40 


NCBI Description 


(AF041476) BAF53a [Mus musculus] 


Seq. No. 


166336 


Seq. ID 


LIB3234-003-P1-K1-E6 


Method 


BLASTX 


KIPRT 


a4001 ROS 


BLAST score 


142 


E value 


9.0e-09 


Match length 


57 


% identity 


51 


NCBI Description 


(AF04147 6) BAF53a [Mus musculus] 


Seq. No. 


166337 


Seq. ID 


LIB3234-003-P1-K1-E7 


Method 


BLASTX 


KIPRT HT 




BLAST score 


149 


E value 


9.0e-10 


Match length 


74 


% identity 


45 


NCBI Description 


(AJ012281) adenosine kinase [Zea mays] 


Seq. No. 


166338 


Seq. ID 


LIB3234-003-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g4589446 


BLAST score 


44 


E value 


1.0e-15 


Match length 


192 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




T12B11, complete sequence 


Seq. No. 


166339 


Seq. ID 


LIB3234-003-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3176693 


BLAST score 


258 


E value 


1.0e-143 


Match length 


338 


% identity 


94 



22399 



# 



NCBI Description Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



o e q . in o . 


i 66^4 n 


Seq. ID 


LIB3234-003-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


gll09698 


BLAST score 


55 


E value 


3.0e-22 


Match length 


210 


% identity 


85 


NCBI Description 


A. thaliana mRNA for gibberellin 20-oxidase {1425 bp) 




166341 


Seq. ID 


LIB3234-003-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


gll09698 


BLAST score 


32 


E value 


1.0e-08 


Match length 


88 


% identity 


84 


NCBI Description 


A. thaliana mRNA for gibberellin 20-oxidase (1425 bp) 


Seq. No. 


166342 


oeq. iu 


t tr^9 la — nn^— PI — Kl — CXI 

Li ± n O O ^± UUj n J. r\.-L \3 i 


Method 


BLASTX 


NCBI GI 


g3023217 


BLAST score 


357 


E value 


5.0e-34 


Match length 


93 


% identity 


84 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 NU >gi_1531631 (U60445) GF14 nu 




[Arabidopsis thaliana] 






Seq. ID 


LIB3234-003-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g!2218 


BLAST score 


212 


E value 


1.0e-116 


Match length 


320 


% identity 


91 


NCBI Description 


Sinapis alba chloroplast trnG gene for transfer RNA-Gly 


Seq. No. 


166344 


oeq. ±u 


T TR^9^4 — On^-Pl — Kl — R4 


Method 


BLASTN 


NCBI GI 


g3335170 


BLAST score 


199 


E value 


1.0e-108 


Match length 


367 


% identity 


88 


NCBI Description 


Arabidopsis thaliana embryo-specific protein 3 (ATS3) gene 




complete cds 


Seq. No. 


166345 


Seq. ID 


LIB3234-004-P1-K1-A1 



22400 



Method 


BLASTX 


NCBI GI 


g419757 




613 


E value 


6.0e-64 


M$tch length 


146 


% identity 


84 


NCBI Description 


ketol-acid reductoisomerase (EC 1.1.1.8 6) precursor - 




Arabidopsis thaliana 


Seq. No. 


166346 


Seq. ID 


LIB3234-004-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2702279 


BLAST score 


125 


E value 


1.0e-63 


Match length 


129 


O -L 1 1 l» -L u y 




NCBI Description 


(AC003033) putative phosphate transporter [Arabidopsis 




thaliana] >gi_27 80345_dbj_BAA24280_ (AB000093) inorganic 




phosphate transporter [Arabidopsis thaliana] >gi_2914691 




(AC003974) putative phosphate transporter [Arabidopsis 




thaliana] 


Seq. No. 


166347 


Seq. ID 


LIB3234-004-P1-K1-A11 


Method 


BLASTX 






BLAST score 


125 


E value 


2.0e-22 


Match length 


116 


% identity 


44 


NCBI Description 


(AL04 9481) putative oxidoreductase [Arabidopsis thaliana 


Seq. No. 


166348 


Seq. ID 


LIB3234-004-P1-K1-A12 


Method 


BLASTX 


LN O JD J. \3 X 


rr? ROD "3 "7 ft 


BLAST score 


445 


E value 


4.0e-44 


Match length 


89 


% identity 


93 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 


Seq. No. 


166349 


Seq. ID 


LIB3234-004-P1-K1-A2 


Method 


BLASTX 




rrl fi^^R 
y xtij / ^uo 


BLAST score 


610 


E value 


2.0e-63 


Match length 


165 


% identity 


68 


NCBI Description 


(Y07701) aminopeptidase [Homo sapiens] 


Seq. No. 


166350 


Seq. ID 


LIB3234-0 04-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4580386 



22401 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

5.0e-ll 

60 
90 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 

166351 

LIB3234-004-P1-K1-A4 

BLASTX 

gl262171 

689 

9.0e-73 

138 

99 

(U21557) phosphoprotein phosphatase 2A, regulatory subunit 
A [Arabidopsis thaliana] 

166352 

LIB3234-004-P1-K1-A5 

BLASTX 

g2864614 

188 

5.0e-14 

140 
66 

(AL021811) putative protein [Arabidopsis thaliana] 
166353 

LIB3234-004-P1-K1-A6 

BLASTN 

g4006885 

154 

5.0e-81 

505 
98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI &I 
BLAST score 
E value 



004-P1-K1-A8 



166354 
LIB3234 
BLASTX 
gll69598 
414 

9.0e-41 

90 
84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi__438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

166355 

LIB3234-004-P1-K1-A9 

BLASTN 

g4580386 

60 

6.0e-25 



22402 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
94 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 

166356 

LIB3234-004-P1-K1-B1 

BLASTN 

g3522932 

212 

1.0e-115 

516 
98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166357 

LIB3234-004-P1-K1-B10 

BLASTX 

gl27041 

542 

1.0e-55 

109 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase ( 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

166358 

LIB3234-004-P1-K1-B12 

BLASTX 

g3421102 

77 

4.0e-44 

91 

95 

(AF043530) 
thaliana] 



EC 



20S proteasome beta subunit PBB1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166359 

LIB3234-004-P1-K1-B3 

BLASTN 

g4539402 

292 

1.0e-163 

477 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

166360 

LIB3234-004-P1-K1-B4 

BLASTX 

gll8926 

242 



F7L13 



22403 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-45 

167 

55 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigina plantagineum] 

>gi__227781__prf 1710351E abscisic acid responsive protein 

[Craterostigma plantagineum] 

166361 

LIB3234-004-P1-K1-B6 

BLASTX 

gl345967 

360 

3.0e-34 

112 

64 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

(VERSION 2) >gi_322649_pir A44227 omega-3 fatty acid 

desaturase (EC 1.14.99.-) - rape >gi_167148 (L01418) 
linoleic acid desaturase [Brassica napus] 

166362 

LIB3234-004-P1-K1-B7 

BLASTX 

gl477480 

164 

2.0e-27 

88 

78 

(U4 0341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166363 

LIB3234-004-P1-K1-B8 

BLASTN 

g4490734 

279 

1.0e-155 

451 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166364 

LIB3234-004-P1-K1-C1 

BLASTX 

g3695396 

305 

2.0e-35 

97 

81 

(AF096372) contains similarity to Arabidopsis thaliana 
retrotransposon Athila (GB:X81801) [Arabidopsis thaliana] 



Seq. No. 



166365 



22404 



Seq. ID 


LIB3234-004-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl657268 


BLAST score 


621 


E value 


8.0e-65 


Match length 


164 


% identity 


70 


NCBI Description 


(Y07701) aminopeptidase [Homo 


Seq. No. 


166366 


Seq. ID 


LIB3234-004-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


615 


E value 


4.0e-64 


Match length 


136 


% identity 


90 


NCBI Description 


(AC006919) putative fructose- 




cytoplasmic [Arabidopsis thai 


Seq. No. 


166367 


Seq. ID 


LIB3234-004-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4589437 


BLAST score 


153 


E value 


2.0e-80 


Match length 


440 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic 




MPN9, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



166368 

LIB3234-004-P1-K1-C2 

BLASTX 

gll69476 

733 

6.0e-78 

143 
99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

166369 

LIB3234-004-P1-K1-C3 

BLASTN 

g3702724 

81 

1.0e-37 

421 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

166370 

LIB3234-004-P1-K1-C7 
BLASTN 



22405 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128142 
396 

0.0e+00 

479 

99 

Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166371 

LIB3234-004-P1-K1-C8 

BLASTX 

g!628583 

396 

5.0e-39 

74 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eirib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166372 

LIB3234-004-P1-K1-D1 

BLASTX 

g3953473 

702 

3.0e-74 

145 

96 

(AC002328) F2202.18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166373 

LIB3234-004-P1-K1-D10 

BLASTX 

g3273743 

354 

3.0e-54 

116 

96 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



166374 

LIB3234-004-P1-K1-D2 

BLASTN 

g4159706 

50 

5.0e-19 

114 

87 

Arabidopsis thaliana genomic DNA, 
MGL6, complete sequence 

166375 

LIB3234-004-P1-K1-D4 

BLASTX 

g2213597 



chromosome 3, PI clone: 



22406 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 

2.0e-35 

85 
92 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
166376 

LIB3234-004-P1-K1-E1 

BLASTN 

g4371278 

307 

1.0e-172 

431 
98 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166377 

LIB3234-004-P1-K1-E10 

BLASTN 

g2760165 

66 

7.0e-29 

185 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166378 

LIB3234-004-P1-K1-E11 

BLASTX 

g2245136 

141 

1.0e-50 

156 

67 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166379 

LIB3234-004-P1-K1-E3 

BLASTN 

g3128166 

36 

1.0e-10 

192 
84 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166380 

LIB3234-004-P1-K1-F1 

BLASTX 

g3540208 

220 

9.0e-18 

124 



22407 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 
166381 

LIB3234-004-P1-K1-F11 

BLASTX 

g2160133 

138 

3.0e-25 

143 

50 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23.3, F19K23.15. ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

166382 

LIB3234-004-P1-K1-F12 

BLASTX 

gl67367 

225 

2.0e-36 

100 

74 

(L08199) peroxidase [Gossypium hirsutum] 
166383 

LIB3234-004-P1-K1-F2 

BLASTN 

g3366536 

461 

0.0e+00 

477 

99 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

166384 

LIB3234-004-P1-K1-G2 

BLASTN 

g4079614 

381 

0.0e+00 

492 

96 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166385 

LIB3234-004-P1-K1-G3 

BLASTN 

g4586098 

262 

1.0e-145 

306 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 



22408 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166386 

LIB3234-004-P1-K1-G6 

BLASTN 

g4262221 

105 

5.0e-52 

289 

88 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



166387 

LIB3234-004-P1-K1-H11 

BLASTN 

g4678705 

370 

0. 0e+00 

461 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F10N7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166388 
LIB3234- 
BLASTX 
g416911 



-11 



004-P1-K1-H2 



5.0e 
90 
41 

DIPHTERIA TOXIN RESISTANCE PROTEIN 2 
diphthamide synthesis protein DPH2 - 
cerevisiae) >gi_296987_emb_CAA4 9420_ 
toxin resistance [Saccharomyces cerevisiae] 
>gi_395234_emb_CAA52247_ (X74151) orfl [Saccharomyces 
cerevisiae] >gi_48 6339__emb_CAA82035_ (Z28191) ORF YKL191w 
[Saccharomyces cerevisiae] >gi_765109 (L01424) diphthamide 
[Saccharomyces cerevisiae] 



>gi_4 1 98 30_pir S3 4 67 9 

yeast (Saccharomyces 
(X69765) diphtheria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



166389 

LIB3234-004 

BLASTX 

g2129659 

213 

5.0e-17 

146 

36 

oleosin, 
(L40954) 



-P1-K1-H4 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



166390 

LIB3234-004-P1-K1-H5 

BLASTN 

g2689438 

45 



22409 



E value 


2.0e-16 


Match length 


183 


% identity 


86 


NCBI Description 


Arabidopsis thaliana BAC F2401 chromosome 1, complete 




sequence [Arabidopsis thaliana] 


Seq. No. 


166391 


Seq. ID 


LIB3234-006-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g66179 


BLAST score 


532 


E value 


2.0e-54 


Match length 


119 


% identity 


82 


NCBI Description 


NADH dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 




common tobacco chloroplast >gi 225255 prf 1211235CP NAD I 




dehydrogenase 4-like ORE 509B [Nicotiana tabacum] 


Seq. No. 


166392 


Seq. ID 


LIB3234-006-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g4159712 


BLAST score 


114 


E value 


2.0e-57 


Match length 


230 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MWI23, complete sequence 


Seq. No. 


166393 


Seq. ID 


LIB3234-006-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


451 


E value 


3.0e-45 


Match length 


98 


% identity 


92 


NCBI Description 


(AC003981) F22013.ll [Arabidopsis thaliana] 


Seq. No. 


166394 


Seq. ID 


LIB3234-006-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g4539378 


BLAST score 


230 


E value 


1.0e-126 


Match length 


384 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 




(ESSA project) 


Seq. No. 


166395 


Seq. ID 


LIB3234-006-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl31336 


BLAST score 


330 


E value 


8.0e-31 


Match length 


72 



22410 



% identity 

NCBI Description 



92 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq. No. 


166396 


Seq. ID 


LIB3234-006-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


586 


E value 




Match length 


126 


% identity 


95 


NCBI Description 


(AC005896) 40S ribosomal protein 


Seq. No. 


166397 


Seq. ID 


LIB3234-006-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


582 


E value 


2.0e-60 


Match length 


1 O A 
1 Z 4 


% identity 


94 


NCBI Description 


(AC003981) F22013.ll [Arabidopsis 


Seq. No. 


166398 


Seq. ID 


LIB3234-006-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g3063438 


BLAST score 


105 


E value 


2.0e-52 


Match length 


1 A C\ 
1 4 U 


% identity 


97 


NCBI Description 


Complete sequence of Arabidopsis 




[Arabidopsis thaliana] 


Seq. No. 


166399 


Seq. ID 


LIB3234-006-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl695717 


BLAST score 


492 


E value 


7.0e-50 


Match length 


123 


% identity 


81 


NCBI Description 


(D89341) luminal binding protein 


Seq. No. 


166400 


Seq. ID 


LIB3234-006-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g4006815 


BLAST score 


67 


E value 


3.0e-29 


Match length 


141 


% identity 


86 



22411 



# 



NCBI Description Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166401 

LIB3234-006-P1-K1-B10 

BLASTN 

g511598 

122 

4.0e-62 

301 
64 

Arabidopsis thaliana cell wall protein (APTR-1) 
complete cds 



gene, 



166402 

LIB3234-006-P1-K1-B11 

BLASTX 

g625977 

424 

7.0e-42 

94 
85 

p4 0 protein homolog - Arabidopsis thaliana >gi_4 02 904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

JSICBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166403 

LIB3234-006-P1-K1-B2 

BLASTX 

g4091806 

95 

2.0e-03 

86 
27 

(AF052585) CONSTANS-like protein 2 [Malus domestical 
166404 

LIB3234-006-P1-K1-B3 

BLASTN 

g4490734 

36 

4.0e-ll 

206 
80 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

166405 

LIB3234-006-P1-K1-B4 

BLASTX 

g4263771 

227 

9.0e-19 

64 
66 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 



22412 



>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 





1 66406 




Seq. ID 


LIB3234-006-P1-K1-B5 




Method 


BLASTN 




NCBI GI 


g3510336 




BLAST score 


207 




E value 


1.0e-113 




Match length 


388 




% identity 


99 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 


TAC clone: 




K18J17, complete sequence [Arabidopsis thaliana] 




Seq. No. 


166407 




Seq. ID 


LIB3234-006-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g2160164 




BLAST score 


209 




E value 


1.0e-16 




Match length 


125 




% identity 


48 




NCBI Description 


(AC000132) No definition line found [Arabidopsis 


thaliana] 


O fc; • iN vj • 






Seq. ID 


LIB3234-006-P1-K1-B7 




Method 


BLASTN 




NCBI GI 


g4159701 




BLAST score 


152 




E value 


6.0e-80 




Match length 


330 




% identity 


87 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 


TAC clone: 




K22G18, complete sequence 




Seq. No. 


166409 




Seq. ID 


LIB3234-006-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g730645 




BLAST score 


396 




E value 


1.0e-38 




Match length 


93 




% identity 


87 





NCBI Description 40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb__CAA80679 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb__AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 166410 

Seq. ID LIB3234-006-P1-K1-C10 

Method BLASTX 

NCBI GI g2129659 



22413 





# 

358 


P T73 1 lip 


4 . Oe-34 


Match lencrth 


118 


% identity 


60 


NCBI Description 


oleosin, 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



;oform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

166411 

LIB3234-006-P1-K1-C11 

BLASTX 

gll09600 

657 

3.0e-69 

123 

100 

(D16628) ATsEH [Arabidopsis thaliana] >gi_2760840 
(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



166412 

LIB3234-006-P1-K1-C12 

BLASTN 

g2618600 

265 

1.0e-147 

382 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDC12 , complete sequence [Arabidopsis thaliana] 



PI clone: 



166413 

LIB3234-006-P1-K1-C3 

BLASTX 

g2160186 

332 

4.0e-31 

77 

87 

(AC000132) Identical to A. thaliana HEMA2 (gb_U27118) 
[Arabidopsis thaliana] 

166414 

LIB3234-006-P1-K1-C4 

BLASTN 

g511598 

342 

0.0e+00 

358 

32 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

166415 

LIB3234-006-P1-K1-C5 

BLASTX 

gl628583 

212 

4.0e-17 



22414 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

166416 

LIB3234-006-P1-K1-C6 

BLAST N 

g3241927 

211 

1.0e-115 

381 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17 , complete sequence [Arabidopsis thaliana] 

166417 

LIB3234-006-P1-K1-C8 

BLASTX 

gl346263 

400 

5.0e-39 

82 

98 

GLUTAMYL-TRNA REDUCTASE 2 PRECURSOR (GLUTR) 

>gi_214 6736_pir S65773 glutamyl-tRNA reductase 2 precursor 

- Arabidopsis thaliana >gi_1049057 (U27118) glutamyl-tRNA 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166418 

LIB3234-006-P1-K1-D1 

BLASTN 

g2842474 

161 

1.0e-85 

180 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

166419 

LIB3234-00 6-P1-K1-D10 

BLASTN 

g2656025 

149 

3.0e-78 

201 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



166420 

LIB3234-006-P1-K1-D12 

BLASTX 

g4773906 

423 



22415 




E value 


1.0e-41 


Match length 


92 


% identity 


89 


NCBI Description 


(AF074021) putative symbiosis-related protein [Arabidopsi 




thaliana] 


Seq. No. 


166421 


Seq. ID 


LIB3234-006-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g4580381 


RLAST srorp 


181 


E value 


2.0e-97 


Match length 


305 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T11P11 genomic 




sequence, complete sequence 


Seq. No. 


166422 


Seq. ID 


LIB3234-006-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2924729 


BLAST cjcore 


40 


E value 


4.0e-13 


Match length 


72 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MNA5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166423 


Seq. ID 


LIB3234-006-P1-K1-D7 


Method 


BLASTX 


MPRT (IT 




BLAST score 


205 


E value 


3.0e-16 


Match length 


123 


% identity 


39 


NCBI Description 


(AJ000486) methionine gamma-lyase [Trichomonas vaginalis] 


Seq. No. 


166424 


Seq. ID 


LIB3234-006-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4756963 




318 


E value 


1.0e-179 


Match length 


338 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 




(ESSA project) 


Seq. No. 


166425 


Seq. ID 


LIB3234-006-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gll72498 


BLAST score 


655 


E value 


6.0e-69 


Match length 


126 


% identity 


74 



22416 




NCBI Description PHYTOCHROME E >gi_107 6376_pir_S4 6313 phytochrome E - 
Arabidopsis thaliana >gi_452817_emb_CAA54075_ (X76610) 
phytochrome E [Arabidopsis thaliana] 



O fc; LJ • L v L/ ■ 


1 664 ? 6 


Seq. ID 


LIB3234-006-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2213606 


BLAST score 


372 


E value 


0.0e+00 


Match length 


380 


% identity 


99 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F21J9, 




complete sequence [Arabidopsis thaliana] 


ofciq • viU • 


1 U O 4 t. / 


Seq. ID 


LIB3234-006-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g2673901 


BLAST score 


337 


E value 


0.0e+00 


Match length 


353 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T24P15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166428 


Seq. ID 


LIB3234-006-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


155 


E value 


3.0e-10 


Match length 


64 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


166429 


Seq. ID 


LIB3234-006-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


662 


E value 


9.0e-70 


Match length 


126 


% identity 


99 


NCBI Description 


(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 


Seq. No. 


166430 


Seq. ID 


LIB3234-006-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


34 


E value 


1.0e-09 


Match length 


54 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 5, TAC clone: 



K19M22, complete sequence [Arabidopsis thaliana] 



22417 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166431 

LIB3234-006-P1-K1-F10 

BLASTX 

g2894574 

623 

3.0e-65 

127 

97 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166432 

LIB3234-006-P1-K1-F12 

BLASTX 

g3169175 

153 

5.0e-10 

41 
66 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166433 

LIB3234-006-P1-K1-F2 

BLASTX 

g2129658 

319 

1.0e-29 

116 

56 

oleosin type 2 - Arabidopsis thaliana 
>gi_1107497_emb_CAA63022_ (X91956) oleosin type2 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166434 

LIB3234-00 6-P1-K1-F4 

BLASTX 

g4325282 

290 

4.0e-26 

56 

93 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_432528 6_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166435 

LIB3234-006-P1-K1-G1 

BLASTX 

g226996 

330 

7.0e-31 

61 

100 

petB2 gene [Pisum sativum] 



22418 



© 



Seq. No. 


166436 


Seq. ID 


LIB3234-006-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


629 


E value 


7.0e-66 


Match length 


125 


% identity 


98 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


166437 


Seq. ID 


LIB3234-006-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4150874 


BLAST score 


145 


E value 


1.0e-09 


Match length 


69 


% identity 


39 


NCBI Description 


(AJ011848) ndhD gene product [Hordeum vulgare] 


Seq. No. 


166438 


Seq. ID 


LIB3234-006-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g4589439 


BLAST score 


144 


E value 


3.0e-75 


Match length 


304 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MQM1, complete sequence 


Seq. No. 


166439 


Seq. ID 


LIB3234-006-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl2279 


BLAST score 


34 


F, Vr3 1 UP 


1 . Oe-09 


Match length 


42 


% identity 


95 


NCBI Description 


Spinach chloroplast genes for the D2 and 44 kd reaction 




centre, chlorophyll a-binding protein and for tRNA-Ser 




(UGA) 


Seq. No. 


166440 


Seq. ID 


LIB3234-006-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4455342 






E value 


2.0e-34 


Match length 


122 


% identity 


58 


NCBI Description 


(AL035522) O-methyltransf erase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


166441 


Seq. ID 


LIB3234-006-P1-K1-H1 



22419 



9 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3935149 

627 

1.0e-65 

127 
98 

(AC005106) 



T25N20.13 [Arabidopsis thaliana] 



166442 

LIB3234-006-P1-K1-H10 

BLASTX 

g4587532 

333 

4.0e-31 

113 
57 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. This gene 



166443 

LIB3234-006-P1-K1-H11 

BLASTN 

g2924651 

131 

2.0e-67 

329 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



166444 

LIB3234-006-P1-K1-H12 

BLASTX 

g4406775 

190 

2.0e-14 

106 
35 

(AC006836) unknown protein [Arabidopsis thaliana] 
166445 

LIB3234-006-P1-K1-H2 

BLASTX 

gll09699 

530 

3.0e-54 

101 

100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166446 

LIB3234-006-P1-K1-H3 

BLASTX 

gll2682 

591 

2.0e-61 



22420 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



118 
95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166447 

LIB3234-006-P1-K1-H4 

BLASTN 

g2827538 

370 

0. 0e+00 

390 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

166448 

LIB3234-006-P1-K1-H5 

BLASTN 

g408482 

44 

2.0e*-15 

195 

90 

Arabidopsis thaliana chloroplast omega-r fatty acid 
desaturase gene, complete cds 

166449 

LIB3234-006-P1-K1-H7 

BLASTN 

g4733953 

226 

1.0e-124 

304 
95 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

166450 

LIB3234-006-P1-K1-H8 

BLASTX 

gl076632 

544 

6.0e-56 

126 
81 

protein kinase - common tobacco >gi_506534_emb_CAA5037 4_ 
(X71057) protein kinase [Nicotiana tabacum] 

166451 

LIB3234-006-P1-K1-H9 

BLASTN 

g2160689 

312 



22421 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-175 

320 
99 

Arabidopsis thaliana B f regulatory subunit of PP2A 
(AtB T alpha) mRNA, complete cds 

166452 

LIB3234-008-P1-K1-A1 

BLASTX 

g633890 

241 

9.0e-21 

75 

65 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

166453 

LIB3234-008-P1-K1-A12 

BLASTN 

g3600045 

121 

2.0e-61 

370 

94 

Arabidopsis thaliana BAC F2P3 
166454 

LIB3234-00 8-P1-K1-A2 

BLASTX 

g3860247 

558 

1.0e-57 

107 

96 

(AC005824) unknown protein [Arabidopsis thaliana] 
166455 

LIB3234-008-P1-K1-A3 

BLASTX 

gl419388 

340 

5.0e-32 

75 

84 

(X98 925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166456 

LIB3234-008-P1-K1-A4 

BLASTX 

gll6527 

460 

4 .Oe-46 

97 
88 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 



22422 



II 



>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb__CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 



Seq. No. 


166457 


Seq. ID 


LIB3234-008-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2245006 


BLAST score 


218 


E value 


1.0e-17 


Match length 


87 


% identity 


49 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


166458 


Seq. ID 


LIB3234-008-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2577957 


BLAST score 


448 


E value 


1.0e-44 


Match length 


122 


% identity 


73 


NCBI Description 


(AJ002473) ABI3 protein [Arabidopsis thaliana] 


Seq. No. 


166459 


Seq. ID 


LIB3234-008-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


425 


E value 


5.0e-42 


Match length 


96 


% identity 


81 


NCBI Description 


OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi__541882__pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj__BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166460 

LIB3234-008-P1-K1-A8 

BLASTX 

g3002603 

238 

2.0e-30 

86 

79 

(AF033679) histone H3 [Bellamya heudi guangdungensis] 



166461 

LIB3234-008- 
BLASTN 
g3176695 
315 



■P1-K1-A9 



22423 



F, 1 np 


1 . Oe-177 


Match length 


331 


% identity 


52 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F14J9 genomic 




sequence contains phyA marker, complete sequence 




[Arabidopsis thaliana] 


Seq. No. 


166462 


Seq. ID 


LIB3234-008-P1-K1-B10 


Method 


BLASTN 


LN JD J. OX 




BLAST score 


325 


E value 


0.0e+00 


Match length 


359 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


166463 


Seq. ID 


LIB3234-008-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g3241916 


BLAST score 


346 


E value 


0.0e+00 


Match length 


374 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 5, TAC 




K15N18, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166464 


Seq. ID 


LIB3234-008-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


641 


E value 


2.0e-67 


Match length 


122 


% identity 


98 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166465 

LIB3234-008-P1-K1-B5 

BLASTN 

g4006815 

87 

3.0e-41 

250 
97 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



"^Seq. No. 
Seq. ID 
Method 
NCBI GI 



166466 

LIB3234-008-P1-K1-B6 

BLASTN 

g2252848 



22424 



BLAST score 


34 


E value 


1.0e-09 


Match length 


165 


% identity 


85 


NCBI Description 


Arabidopsis thaliana BAC TM018A10 


Seq. No. 


166467 


Seq. ID 


LIB3234-008-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2244870 


BLAST score 


364 


E value 


0.0e+00 


Match length 


376 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ES 




fragment No 


Seq. No. 


166468 


Seq. ID 


LIB3234-008-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2959734 


BLAST srorp 


345 


E value 


1.0e-32 


Match length 


88 


% identity 


78 


NCBI Description 


(Y13650) homologous to GATA-binding trans 




[Arabidopsis thaliana] 


Seq. No. 


166469 


Seq. ID 


LIB3234-008-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


al2216 

\J -L- £-i £—l J- \J 


BLAST score 


240 


E value 


1.0e-132 


Match length 


316 


% identity 


94 


NCBI Description 


Sinapis alba chloroplast rpsl6 gene 


Seq. No. 


166470 


Seq. ID 


LIB32 34-008-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4699904 


BLAST score 


320 


E value 


1.0e-180 


Match length 


374 


% identity 


90 


NCBI Description 


Genomic sequence for Arabidopsis thaliana 




complete sequence 


Seq. No. 


166471 


Seq. ID 


LIB3234-008-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4581161 


BLAST score 


75 


E value 


4.0e-34 


Match length 


242 


% identity 


23 



I contig 



22425 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

166472 

LIB3234-008-P1-K1-C4 

BLASTN 

g4510360 

352 

0. 0e+00 

368 

88 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

166473 

LIB3234-008-P1-K1-C5 

BLASTX 

gll07501 

386 

2.0e-37 

99 
80 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

166474 

LIB3234-008-P1-K1-C7 

BLASTX 

g!12740 

236 

8.0e-20 

112 

50 

NAP IN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25 997 napin precursor (napA) - rape 

>gi___167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

166475 

LIB3234-008-P1-K1-C9 

BLASTX 

g4204299 

629 

6.0e-66 

124 

96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166476 

LIB3234-008-P1-K1-D1 

BLASTX 

gll07501 

371 

1.0e-35 



22426 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



111 
68 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

166477 

LIB3234-008-P1-K1-D10 

BLASTN 

g4519195 

339 

0.0e+00 

355 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

166478 

LIB3234-008-P1-K1-D11 

BLASTX 

gll2682 

590 

2.0e-61 

117 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166479 

LIB3234-008-P1-K1-D2 

BLASTX 

g3808062 

155 

3.0e-10 

64 
45 

(AB019195) PV100 [Cucurbita maxima] 
166480 

LIB3234-008-P1-K1-D3 

BLASTX 

g2459417 

626 

1.0e-65 

125 

98 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

166481 

LIB3234-008-P1-K1-D4 

BLASTX 

g3068713 



22427 



BLAST score 


44 


E value 


6.0e-24 


Match length 


113 


% identity 


60 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


166482 


Seq. ID 


LIB3234-008-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g3510337 


BLAST score 


74 


E value 


2.0e-33 


Match length 


234 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K19E20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166483 


Seq. ID 


LIB3234-008-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


357 


E value 


5.0e-34 


Match length 


92 


% identity 


75 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


166484 


Seq. ID 


LIB3234-008-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2264306 




366 


E value 


0.0e+00 


Match length 


374 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MBK5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166485 


Seq. ID 


LIB3234-008-P1-K1-E1 


Method 


BLASTX 


J.N \ Ul s-J J-. 


0207905 


BLAST score 


171 


E value 


3.0e-12 


Match length 


122 


% identity 


34 


NCBI Description 


(M18027) alpha globulin B [Artificial gene] 


Seq. No. 


166486 


Seq. ID 


LIB3234-008-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g266693 


BLAST score 


367 


E value 


2.0e-35 


Match length 


96 


% identity 


79 


NCBI Description 


OLEOSIN >gi 282875 pir S22538 oleosin - Arabidopsis 



22428 



II 



thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166487 

LIB3234-008-P1-K1-E11 

BLASTX 

g480450 

329 

9.0e-31 

80 
86 

ketol-acid reductoisomerase (EC 1.1.1.86) 
thaliana >gi_4 02552_emb_CAA4 9506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



- Arabidopsis 
ketol-acid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166488 

LIB3234-008-P1-K1-E12 

BLASTX 

g477280 

169 

6.0e-12 

59 
58 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 

166489 

LIB3234-008-P1-K1-E4 

BLASTX 

g2129659 

289 

4.0e-26 

92 

63 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

166490 

LIB3234-008-P1-K1-E5 

BLASTN 

g4263694 

365 

0. 0e+00 

369 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166491 

LIB3234-008-P1-K1-E6 

BLASTX 

g2191176 

486 



22429 



E value 
Match length 
% identity 
NCBI Description 



4.0e-49 

107 
90 

(AF007270) Similar to SRF-type transcription factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166492 

LIB3234-008-P1-K1-E8 

BLASTN 

g4757390 

357 

0.0e+00 

377 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F24B18, complete sequence 

166493 

LIB3234-008-P1-K1-E9 

BLASTX 

gll76658 

242 

2.0e-20 

101 

47 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

166494 

LIB3234-008-P1-K1-F1 

BLASTX 

g544415 

292 

2.0e-26 

109 

54 

GLYCEROL- 3- PHOS PHATE DEHYDROGENASE MITOCHONDRIAL PRECURSOR 
(GPD-M) (GPDH-M) >gi_627 996_pir A54051 

glycerol-3-phosphate dehydrogenase (EC 1.1.99.5) precursor 
- rat >gi_4 93022 (U08027) glycerolphosphate dehydrogenase 
[Rattus norvegicus] >gi_603583_emb_CAA55329_ (X78593) 
glycerol-3-phosphate dehydrogenase [Rattus norvegicus] 

166495 

LIB3234-008-P1-K1-F10 

BLASTX 

g419757 

491 

9.0e-50 

119 

83 

ketol-acid reductoisomerase (EC 1.1.1.86) precursor - 
Arabidopsis thaliana 

166496 

LIB3234-008-P1-K1-F11 



22430 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915961 

273 

1.0e-24 

57 
95 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2 924285_emfo_CAA77 438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 


166497 


Seq. ID 


LIB3234-008-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3063706 


bLAbl score 




E value 


3.0e-32 


Match length 


78 


% identity 


82 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


166498 


Seq. ID 


LIB3234-008-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2499964 


nLiAbi score 


con 

o y u 


E value 


4.0e-73 


Match length 


123 


% identity 


99 


NCBI Description 


PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 




>gi_669096_emb_CAA58958_ (X84153) photosystem I subun 




[Antirrhinum ma jus] 


Seq. No. 


166499 


Seq. ID 


LIB3234-008-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl916613 


BLAST score 


462 


E value 


2.0e-46 


Match length 


96 


% identity 


100 


NCBI Description 


(U62029) acetyl-CoA carboxylase [Arabidopsis thaliana 


Seq. No. 


166500 


Seq. ID 


LIB3234-008-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4539421 


BLAST score 


368 


E value 


3.0e-35 


Match length 


97 


% identity 


72 


NCBI Description 


(AL049171) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166501 

LIB3234-008-P1-K1-F9 

BLASTX 

g421836 



22431 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



454 

2.0e-45 

92 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166502 

LIB32 34-008-P1-K1-G1 

BLASTX 

g544424 

423 

9.0e-42 

89 

93 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_ernb_CAA78711__ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

166503 

LIB3234-008-P1-K1-G10 

BLASTN 

g4733953 

311 

1.0e-175 

369 
96 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166504 

LIB3234-008-P1-K1-G11 

BLASTX 

g3925239 

407 

7.0e-40 

105 

76 

(AF037037) 6-phosphogluconate dehydrogenase isoenzyme A 
[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166505 

LIB3234-008-P1-K1-G12 

BLASTX 

g2605714 

447 

1.0e-44 

110 

81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 



166506 



22432 



Seq. ID 


LIB3234-008-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl35858 


BLAST score 


276 


E value 


2.0e-24 


Match length 


56 


% identity 


98 


NCBI Description 


TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 




>cri 99760 rjir S22201 tononlast intrinsic nrnf pi n alnha — 




Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 




tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 




thaliana] >gi 166623 (M84343) tonoplast intrinsic protein 




[Arabidopsis thaliana] >gi_4 4 5128_prf 1908432A tonoplast 




intrinsic protein alpha [Arabidopsis thaliana] 


Seq. No. 


166507 


Seq. ID 


LIB3234-008-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3023848 


BLAST score 


531 


E value 


2.0e-54 


Malrh 1 pi-pi rrj- Vi 


1 OS 

J_ \J >J 


% identity 


56 


NCBI Description 


GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN (WD- 40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 




>gi__2289095 (U77381) WD-40 repeat protein [Arabidopsis 




thaliana] 


Seq. No. 


166508 


Seq. ID 


LIB3234-008-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


a3063706 


BLAST score 


345 


E value 


1.0e-32 


Match length 


79 


% identity 


81 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


166509 


Seq. ID 


LIB3234-008-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g2924653 


BLAST score 


98 


E value 


4.0e-48 


Match length 


134 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MDA7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166510 


Seq. ID 


LIB3234-008-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


194 


E value 


6.0e-15 


Match length 


57 


% identity 


74 



22433 



II 



NCBI Description (Y12776) putative kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166511 

LIB3234-008-P1-K1-G7 

BLASTN 

g3080406 

59 

5.0e-25 

99 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



166512 

LIB3234-008-P1-K1-G8 

BLASTX 

g2781394 

386 

1.0e-37 

82 
99 

(U70424) O-methyltransferase 1 



F23E12 



[Arabidopsis thaliana] 



166513 

LIB3234-008-P1-K1-H11 

BLASTN 

g2656025 

342 

0.0e+00 

370 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166514 

LIB3234-008-P1-K1-H12 

BLASTX 

g2832777 

272 

5.0e-24 

123 
50 

(AL021086) /prediction= (method: ; /prediction= (method: ; 
/match= (desc : ; /match= (desc : ; /match= (desc: ; /match=(desc 
EST embl__AA7354 98_AA7354 98 comes from the 5' UTR 
[Drosophila melanogaster] 

166515 

LIB3234-008-P1-K1-H3 

BLASTX 

g2979541 

661 

1.0e-69 

124 

97 

(AC003680) hypothetical protein, 5' partial [Arabidopsis 
thaliana] 



22434 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166516 

LIB3234-008-P1-K1-H4 

BLASTX 

gll8926 

251 

1.0e-21 

96 
54 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_32 0600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi__227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



166517 

LIB3234-008-P1-K1-H5 

BLASTX 

g625977 

555 

3.0e-57 

108 
100 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166518 

LIB3234-008-P1-K1-H6 

BLASTN 

g4006815 

92 

4.0e-44 

186 

100 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166519 

LIB3234-008-P1-K1-H7 

BLASTX 

g2618688 

191 

2.0e-26 

76 
78 

(AC002510) putative esterase D [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166520 

LIB3234-008-P1-K1-H8 

BLASTX 

g!592677 

202 

7.0e-16 

113 
42 



22435 



II 



NCBI Description (X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166521 

LIB3234-008-P1-K1-H9 

BLASTN 

g3985949 

286 

1.0e-160 

358 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166522 

LIB3234-009-P1-K1-A10 

BLASTN 

g4757392 

323 

0.0e+00 

374 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166523 

LIB3234-009-P1-K1-A12 

BLASTX 

g2961390 

559 

1.0e-57 

103 
100 

(AL022141) 
thaliana] 



beta-galactosidase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166524 

LIB3234-009-P1-K1-A3 

BLASTX 

g3123279 

309 

2.0e-28 

72 
83 

40S RIBOSOMAL PROTEIN S26 >gi_2651298 (AC002336) 
ribosomal protein S26 [Arabidopsis thaliana] 



putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166525 

LIB3234-009-P1-K1-A6 

BLASTX 

g3953471 

106 

1.0e-56 

119 
92 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 



166526 



22-436 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-A9 

BLASTX 

g585165 

304 

1.0e-27 

78 
76 

GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.4 9) - potato 

>gi_4 7 1 34 5_emb_CAA52 4 4 2_ (X7 4 4 2 1 ) glucose- 6-phosphate 

1-dehydrogenase [Solanum tuberosum] 

166527 

LIB3234-009-P1-K1-B3 

BLASTX 

gl628583 

79 

2.0e-61 

123 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166528 

LIB3234-009-P1-K1-B4 

BLASTX 

g2388571 

472 

1.0e-47 

93 
98 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPEROX7A (gb_X98321) . [Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

166529 

LIB3234-009-P1-K1-B5 

BLASTX 

g231586 

589 

3.0e-61 

126 
90 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027__pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi__18831_emb_CAA414 01_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166530 

LIB32 34-009-P1-K1-B7 

BLASTX 

g3775987 

557 

2.0e-57 



22437 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
93 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
166531 

LIB3234-009-P1-K1-B8 

BLASTX 

g3763916 

291 

2.0e-26 

88 
60 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 

166532 

LIB3234-009-P1-K1-C1 

BLASTX 

g3461850 

329 

1.0e-30 

92 

78 

(AC005315) putative ligand-gated ionic channel [Arabidopsis 
thaliana] 

166533 

LIB3234-00 9-P1-K1-C11 

BLASTX 

g2239083 

287 

8.0e-26 

118 

53 

(Z84383) anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydr oxycinnamoyl /benzoyl transf erase 
[ Dianthus caryophyl lus ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166534 

LIB3234-009-P1-K1-C12 

BLASTX 

gl076442 

611 

8.0e-64 

119 

90 

beta-glucosidase (EC 3.2.1.21) - 
>gi_7577 4 0_emb_CAA57 913_ (X82577) 
[Brassica napus] 



rape 

beta-glucosidase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166535 

LIB3234-009-P1-K1-C2 

BLASTX 

g3063472 

514 



22438 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-52 

99 
97 

(AC003981) F22013.34 [Arabidopsis thaliana] 
166536 

LIB3234-009-P1-K1-C3 

BLASTN 

g2760167 

34 

2.0e-10 

50 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 

166537 

LIB3234-009-P1-K1-C6 

BLASTX 

g2062167 

239 

4.0e-20 

60 

72 

(AC001645) 
thaliana] 



PI clone: 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166538 

LIB3234-00 9-P1-K1-C8 

BLASTN 

g3687221 

57 

2.0e-23 

206 
94 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166539 

LIB3234-009-P1-K1-C9 

BLASTN 

g4210331 

195 

1.0e-106 

259 
94 

Arabidopsis thaliana mRNA for 2-oxoglutarate dehydrogenase 
E2 subunit 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166540 

LIB3234-009-P1-K1-D1 

BLASTN 

g4757662 

76 

1.0e-34 

252 
83 



22439 



NCBI Description 



Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 


166541 


Seq. ID 


T,TR^?^4-00 9-P1 -K1 -Tit 0 


Method 


BLASTN 


NCBI GI 


g2264315 


BLAST score 


286 


E value 


1.0e-160 


Match length 


358 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MRN17 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


166542 


Seq. ID 


T,TR^?^4-nr)Q-pi -pel -ni i 


Method 


BLASTX 


NCBI GI 


gl731324 


BLAST score 


164 


E value 


7. Oe-13 


Match length 


57 


% identity 


74 


NCBI Description 


HYPOTHETICAL PROTEIN >gi_166306 (M23451) steroid receptor 




[Achlya ambisexualis] 


o e q . im o . 


1 0 DO 4 J 


Seq. ID 


LIB3234-009-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


358 


E value 


3.0e-34 


Match length 


109 


% identity 


71 


NCBI Description 


(AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166544 


Qprf t n 


T.TR^9 ?4-finQ-Pl —PCI -D^ 
-u ± n> o £ o <± \j\Jy irX i\± Uj 


Method 


BLASTX 


NCBI GI 


g82228 


BLAST score 


247 


E value 


4.0e-21 


Match length 


78 


% identity 


69 


NCBI Description 


hypothetical protein 77 - common tobacco chloroplast 




>gi__225199_prf 1211235AD ORF 77 [Nicotiana tabacum] 


Seq. No. 


166545 


Seq. ID 


LIB3234-009-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


174 


E value 


2.0e-93 


Match length 


178 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC IG005I10 



Seq. No. 



166546 



22440 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-D6 

BLASTX 

g266410 

348 

5.0e-33 

120 
60 

CDC2+/CDC2 8 -RELATED PROTEIN KINASE R2 >gi_82507_pir S13934 

protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi_20194_emb_CAA41172_ (X58194) cdc2+/CDC28-related 
protein kinase [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166547 

LIB3234-009-P1-K1-D7 

BLASTN 

g3687221 

280 

1.0e-156 

384 
94 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166548 

LIB3234-009-P1-K1-D8 

BLASTN 

g2160132 

100 

6.0e-49 

164 
90 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

166549 

LIB3234-009-P1-K1-D9 

BLASTN 

gl448916 

155 

7.0e-82 

283 
89 

Arabidopsis thaliana threonine synthase mRNA, 3' end of cds 
166550 

LIB3234-009-P1-K1-E11 

BLASTN 

g2191126 

190 

1.0e-102 

384 
97 

Arabidopsis thaliana BAC IG002N01 
166551 

LIB3234-009-P1-K1-E2 
BLASTX 



22441 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl931647 
352 

2.0e-33 

78 
85 

(U95973) endomemforane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

166552 

LIB3234-009-P1-K1-E3 

BLASTX 

gl418323 

438 

2.0e-43 

122 
68 

(X98 671) zinc finger protein [Arabidopsis thaliana] 
>gi_1418333_emb_CAA67228_ (X98670) zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166553 

LIB3234-009-P1-K1-E4 

BLASTN 

g4469002 

255 

1.0e-141 

382 
92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T29A15 



166554 

LIB3234-009-P1-K1-E5 

BLASTN 

g4512656 

155 

9.0e-82 

293 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

166555 

LIB3234-009-P1-K1-E7 

BLASTN 

gl6473 

159 

4.0e-84 

711 

17 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
166556 

LIB3234-009-P1-K1-E8 

BLASTX 

gl!2682 

272 



22442 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-24 

58 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166557 

LIB3234-009-P1-K1-F1 

BLASTX 

gl345973 

406 

9.0e-40 

93 
81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] . - 



Seq. No. 


166558 


Seq. ID 


LIB3234-009-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


292 


E value 


2.0e-26 


Match length 


128 


% identity 


45 


NCBI Description 


(AJ001374) alpha-glucosidase 


Seq. No. 


166559 


Seq. ID 


LIB3234-009-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


203 


E value 


1.0e-110 


Match length 


312 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic 




MLN21, complete sequence 


Seq. No. 


166560 


Seq. ID 


LIB3234-009-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2245019 


BLAST score 


630 


E value 


5.0e-66 


Match length 


123 


% identity 


98 


NCBI Description 


(Z97341) proteinase homolog 



22443 




Seq. No. 


166561 


Seq. ID 


LIB3234-009-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


a344 9331 


BLAST score 


370 


E value 


0.0e+00 


Match length 


374 


% identity 


27 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MNC17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166562 


Seq. ID 


LIB3234-009-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl616787 


BLAST score 


600 


E value 


2.0e-62 


Match length 


117 


% identity 


97 


NCBI Description 


(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 


Seq. No. 


166563 


Seq. ID 


LIB3234-009-P1-K1-F5 


Method 


BLASTX 




rrA A R A 0 9 fi 


BLAST score 


264 


E value 


4.0e-23 


Match length 


55 


% identity 


91 


NCBI Description 


(AL035394) tyrosine transaminase like protein [Arabidopsis 




thaliana] 


Seq. No. 


166564 


Seq. ID 


LIB3234-009-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll9194 


BLAST score 


349 


E value 


5.0e-33 


Match length 


123 


o _i_ 1 1 i_ _i_ l. y 


59 


NCBI Description 


ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 




>gi 81607 pir S09152 translation elongation factor Tu 




precursor, chloroplast - Arabidopsis thaliana 




>gi_22565_emb CAA36498 (X52256) elongation factor Tu 




precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 




elongation factor Tu [Arabidopsis thaliana] 


Seq. No. 


166565 


Seq. ID 


LIB3234-009-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g3449312 


BLAST score 


114 


E value 


2.0e-57 


Match length 


216 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



22444 



K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166566 

LIB3234-009-P1-K1-G10 

BLASTN 

g4512656 

147 

5.0e-77 

303 
89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166567 

LIB3234-009-P1-K1-G11 

BLASTN 

g4220640 

349 

0.0e+00 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPE11, complete sequence [Arabidopsis thaliana] 



PI clone; 



166568 

LIB3234-009-P1-K1-G12 

BLASTN 

g3366536 

137 

3.0e-71 

193 

95 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166569 

LIB3234-009-P1-K1-G2 

BLASTN 

g4159712 

105 

6.0e-52 

353 

78 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166570 

LIB3234-009-P1-K1-G3 

BLASTX 

g267073 

561 

6.0e-58 

102 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_32 0184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 



22445 



beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 


166571 


Seq. ID 


LIB3234-009-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


a2160158 


BLAST score 


676 


E value 


2.0e-71 


Match length 


126 


% identity 


99 


NCBI Description 


(AC000132) Similar to elongation factor 1-gamma 




(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T4594 0, gb_T04527 com* 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


166572 


Seq. ID 


LIB3234-009-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3738257 


BLAST score 


149 


E value 


5.0e-10 


Match length 


50 


% identity 


66 


NCBI Description 


(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 


Seq. No. 


166573 


Seq. ID 


LIB3234-009-P1-K1-G8 




JDJ_ii-iO 1 A 


NCBI GI 


g2062167 


BLAST score 


234 


E value 


1.0e-19 


Match length 


87 


% identity 


51 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidopsis 




thaliana] 


Seq. No. 


166574 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g207905 


BLAST score 


141 


E value 


1.0e-08 


Match length 


64 


% identity 


41 


NCBI Description 


(M18027) alpha globulin B [Artificial gene] 


Seq. No. 


166575 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl616787 


BLAST score 


515 


E value 


1.0e-52 


Match length 


114 


% identity 


86 


NCBI Description 


(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 


Seq. No. 


166576 



22446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-009-P1-K1-H11 

BLASTN 

g4159705 

183 

9.0e-99 

207 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

166577 

LIB3234-009-P1-K1-H12 

BLASTX 

g2465923 

258 

2.0e-22 

74 

65 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

166578 

LIB3234-009-P1-K1-H3 

BLASTN 

g3885325 

284 

1.0e-159 

372 
94 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166579 

LIB3234-009-P1-K1-H5 

BLASTX 

gl31360 

241 

2.0e-20 

61 

80 



PHOTOS YSTEM II 
>gi_81727_pir_ 



4 KD REACTION CENTRE PROTEIN PRECURSOR 
S02115 photosystem II protein psbK precursor 
white mustard chloroplast >gi_12209_emb_CAA31909__ 
X13558) K preprotein (AA -24 to 37) [Sinapis alba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166580 

LIB3234-009-P1-K1-H9 

BLASTX 

g4204298 

526 

7.0e-54 

100 
100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 



166581 



22447 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-010-P1-K1-A10 

BLASTX 

g2262167 

514 

2.0e-52 

98 
100 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166582 

LIB3234-010-P1-K1-A12 

BLASTN 

g4510323 

348 

0.0e+00 

360 

99 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

166583 

LIB3234-010-P1-K1-A3 - 

BLASTN 

g3402747 

351 

0.0e+00 

351 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 

166584 

LIB3234-010-P1-K1-A6 

BLASTN 

g3540210 

314 

1.0e-176 

346 
98 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166585 

LIB3234-010-P1-K1-A8 

BLASTX 

g3785989 

413 

1.0e-40 

80 
100 

(AC005560) unknown protein [Arabidopsis thaliana] 
166586 

LIB3234-010-P1-K1-A9 

BLASTN 

g3985950 



22448 



BLAST score 


• • 

131 


E value 


1.0e-67 


Match length 


251 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



MPI10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166587 

LIB3234-010-P1-K1-B1 

BLASTX 

g2914700 

431 

1.0e-42 

86 
99 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166588 

LIB3234-010-P1-K1-B10 

BLASTN 

g4159712 

185 

1.0e-99 

-289 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166589 

LIB3234-010-P1-K1-B11 

BLASTN 

g4467131 

192 

1.0e-104 

315 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20M13 



Seq. No. 166590 

Seq. ID LIB3234-010-P1-K1-B12 

Method BLASTX 

NCBI GI g4582436 

BLAST score 482 

E value 1.0e-48 

Match length 115 

% identity 79 

NCBI Description (AC007196) unknown protein [Arabidopsis thaliana] 

Seq. No. 166591 

Seq. ID LIB3234-010-P1-K1-B3 

Method BLASTX 

NCBI GI g4204298 

BLAST score 37 8 

E value 1.0e-36 

Match length 90 



22449 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

166592 

LIB3234-010-P1-K1-B4 

BLASTN 

g2760170 

363 

0.0e+00 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MI02 4, complete sequence [Arabidopsis thaliana] 

166593 

LIB3234-010-P1-K1-B5 

BLASTN 

g4220643 

347 

0.0e+00 

367 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166594 

LIB3234-010-P1-K1-B8 

BLASTX 

gl864017 

554 

4 .0e-57 

105 

100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



166595 

LIB3234-010-P1-K1-B9 

BLASTN 

gl872522 

119 

3.0e-60 

119 

100 

Arabidopsis thaliana zinc-finger protein Lsdl 
complete cds 

166596 

LIB3234-010-P1-K1-C11 

BLASTX 

g3335171 

557 

2.0e-57 
121 



(LSD1) gene, 



(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 



22450 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166597 

LIB3234-010-P1-K1-C2 

BLASTX 

gll73345 

450 

6.0e-45 

118 

78 

SED0HEPTUL0SE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi__107 6403_pir S51838 sedoheptulose-1 , 7-biphosphatase - 

Arabidopsis thaliana >gi_78 64 66_bbs__159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166598 

LIB3234-010-P1-K1-C3 

BLASTX 

g3915961 

606 

3.0e-63 

122 
95 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_292427 4_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77 438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



166599 

LIB3234-010-P1-K1-C6 

BLASTX 

g3913418 

610 

1.0e-63 

118 
98 

S-ADENOSYLMETHIONINE DECARBOXYLASE 
(SAMDC) >giJL531763_emb_CAA69073_ i 
S-adenosylmethionine decarboxylase 



PROENZYME (ADOMETDC) 
Y07765) 

[Arabidopsis thaliana] 



166600 

LIB3234-010-P1-K1-C7 

BLASTN 

g4220643 

319 

1.0e-179 

323 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

166601 

LIB3234-010-P1-K1-C8 

BLASTX 

g4704766 

391 



PI clone: 



22451 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-38 

107 
45 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 

166602 

LIB3234-010-P1-K1-C9 

BLASTN 

g3402671 

329 

0.0e+00 

336 

99 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166603 

LIB3234-010-P1-K1-D1 

BLASTN 

g3766106 

365 

0. 0e+00 

373 

99 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

166604 

LIB3234-010-P1-K1-D12 

BLASTX 

g2583111 

621 

5.0e-65 

117 

100 

(AC002387) putative dihydrodipicolinate synthase 
[Arabidopsis thaliana] 

166605 

LIB3234-010-P1-K1-D3 

BLASTN 

g2244950 

257 

1.0e-142 

281 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166606 

LIB3234-010-P1-K1-D5 

BLASTX 

g4099349 

590 

2.0e-61 
120 



22452 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(U86394) ATP synthase beta subunit [Papaver orientale] 
166607 

LIB3234-010-P1-K1-D6 

BLASTX 

g3335169 

599 

2.0e-62 

116 

98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166608 

LIB3234-010-P1-K1-D7 

BLASTN 

g4199934 

321 

0.0e+00 

325 
100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166609 

LIB3234-010-P1-K1-D8 

BLASTX 

g2499605 

599 

2.0e-62 

123 

93 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 1 (MAP KINASE 1) 
(ATMPK1) >gi_533280_dbj_BAA03535_ (D14713) ATMPK1 
[Arabidopsis thaliana] 

166610 

LIB3234-010-P1-K1-D9 

BLASTX 

g2597824 

547 

3.0e-56 

123 

85 

(AJ002532) endo-polygalacturonase [Arabidopsis thaliana] 
>gi_4090973 (AF037367) endo-polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166611 

LIB3234-010-P1-K1-E10 

BLASTX 

g4586044 

275 

2.0e-24 
110 



22453 



% identity 

NCBI Description 



59 

(AC007020) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PI clone: 



166612 

LIB3234-010-P1-K1-E11 

BLASTN 

g3046856 

288 

1.0e-161 

351 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 

166613 

LIB3234-010-P1-K1-E12 

BLASTN 

g3047060 

34 

1.0e-09 

66 

88 

Arabidopsis thaliana BAC F7N22 



166614 

LIB3234-010-P1-K1-E2 

BLASTN 

gl279629 

341 

0.0e+00 

376 

98 

O.lamarckiana chloroplast 16S rRNA, trnl, trnA and 23S rRNA 
genes 



166615 

LIB3234-010-P1-K1-E4 

BLASTN 

g4519195 

72 

3.0e-32 

138 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 



PI clone: 



166616 

LIB3234-010-P1-K1-E5 

BLASTX 

g3915847 

333 

3.0e-31 

75 
88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) 
40S ribosomal protein S2 [Arabidopsis thaliana] 



putative 



22454 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



166617 

LIB3234-010-P1-K1-E7 

BLASTN 

g3510339 

368 

0.0e+00 

368 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K7, complete sequence [Arabidopsis thaliana] 



TAC clone: 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



166618 

LIB3234-010-P1-K1-E8 

BLASTN 

gl279629 

325 

0.0e+00 

360 

98 

O.lamarckiana chloroplast 16S rRNA, trnl, trnA and 23S rRNA 
genes 

166619 

LIB3234-010-P1-K1-E9 

BLASTX 

g464986 

480 

2.0e-48 

89 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884__emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_' (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

166620 

LIB3234-010-P1-K1-F1 

BLASTX 

g2583108 

597 

3.0e-62 

120 

100 

(AC002387) putative surface protein [Arabidopsis thaliana] 
166621 

LIB3234-010-P1-K1-F11 

BLASTX 

g2497540 



22455 



II 



BLAST score 


408 


E value 


3.0e-40 


Match length 


96 


% identity 


88 


NCBI Description 


PYRUVATE KINASE, CHLOROPLAST ISOZYME G 


Seq. No. 


166622 


Seq. ID 


LIB3234-010-P1-K1-F12 


Method 


BLASTX 






BLAST score 


123 


E value 


6.0e-07 


Match length 


78 


% identity 


7 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis 


Seq. No. 


166623 


Seq. ID 


LIB3234-010-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g4309719 


oj-ji-io i score 




E value 


0.0e+00 


Match length 


365 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T30D6 




sequence, complete sequence [Arabidopsis tha. 


Seq. No. 


166624 


Seq. ID 


LIB3234-010-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


oil 


E value 


4.0e-52 


Match length 


94 


% identity 


100 


NCBI Description 


(AC002387) putative transketolase precursor 




thaliana] 


Seq. No. 


166625 


Seq. ID 


LIB3234-010-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2583125 


BLAST score 


4o(J 


E value 


4 .Oe-45 


Match length 


96 


% identity 


86 


NCBI Description 


(AC002387) putative transketolase precursor 




thaliana] 


Seq. No. 


166626 


Seq. ID 


LIB3234-010-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


477 


E value 


4.0e-48 


Match length 


91 


% identity 


100 



22456 



NCBI Description (D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166627 

LIB3234-010-P1-K1-G12 

BLASTX 

g2832620 

392 

3.0e-38 

108 

69 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
166628 

LIB3234-010-P1-K1-G2 

BLASTN 

g4199934 

46 

1.0e-16 

110 
85 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166629 

LIB3234-010-P1-K1-G3 

BLASTX 

g4467139 

157 

1.0e-10 

43 
77 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166630 

LIB3234-010-P1-K1-G6 

BLASTX 

gll2741 

644 

1.0e-67 

117 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846. 1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166631 

LIB3234-010-P1-K1-G9 

BLASTX 

g3024871 

193 

2.0e-18 

107 



22457 



% identity 

NCBI Description 



50 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_100157 9_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 



Seq, No. 


166632 


Seq. ID 


LIB3234-010-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl37579 


BLAST score 


180 


E value 


3.0e-13 


Match length 


108 


% identity 


37 


NCBI Description 


PROVICILIN (TYPE A) >gi_72292_pir FWPMVA vicilin tyj 




precursor garaen pea ^iragnient^ 


Seq. No. 


166633 


Seq. ID 


LIB3234-010-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4586053 


BLAST score 


230 


E value 


3.0e-19 


Match length 


117 


% identity 


47 


NCBI Description 


(AC007020) putative lacasse [Arabidopsis thaliana] 


Seq. No. 


166634 


Seq. ID 


LIB32 34-010-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3540196 


BLAST score 


178 


E value 


1.0e-13 


Match length 


59 


% identity 


63 


NCBI Description 


(AC004260) Putative amp-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


166635 


Seq. ID 


LIB3234-010-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl070376 


BLAST score 


67 


E value 


3.0e-29 


Match length 


141 


% identity 


91 


NCBI Description 


P.deltoides chloroplast psbT and psbH genes 


Seq. No. 


166636 


Seq. ID 


LIB3234-010-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4587567 


BLAST score 


552 


E value 


6.0e-57 


Match length 


105 


% identity 


99 


NCBI Description 


(AC006550) F10O3.7 [Arabidopsis thaliana] 



22458 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166637 

LIB3234-010-P1-K1-H8 

BLASTX 

g3850928 

388 

1.0e-37 

85 
87 

(AF060404) ATP synthase beta subunit [Adenanthos obovatus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166638 

LIB3234-010-P1-K1-H9 

BLASTX 

g2959781 

604 

5.0e-63 

119 

99 

(AJ223508) Zwille protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166639 

LIB3234-011-P1-K1-A11 

BLASTX 

g4679028 

268 

1.0e-23 

115 
48 

(AF077207) HSPC021 [Homo sapiens] 
166640 

LIB3234-011-P1-K1-A2 

BLASTN 

g4539309 

136 

1.0e-70 

188 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166641 

LIB3234-011-P1-K1-A4 

BLASTX 

g4056457 

590 

2.0e-61 

116 
100 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



166642 

LIB3234-011-P1-K1-A5 

BLASTN 

g2914688 

176 



22459 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-94 

353 

100 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166643 

LIB3234-011-P1-K1-A8 

BLASTX 

gl32074 

441 

4 .0e-44 

87 
94 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

166644 

LIB3234-011-P1-K1-B1 

BLASTN 

g4159712 

297 

1.0e-166 

347 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166645 

LIB3234-011-P1-K1-B10 

BLASTN 

g2656028 

161 

2 .0e-85 

353 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166646 

LIB3234-011-P1-K1-B11 

BLASTN 

g4558656 

181 

2.0e-97 

285 
92 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



166647 

LIB3234-011-P1-K1-B12 

BLASTX 

g21911 

196 



22460 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 

79 
46 

(X62625) 



vicilin [Theobroma cacao] 



166648 

LIB3234-011-P1-K1-B3 

BLASTX 

g544424 

60 

8.0e-37 

85 
98 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi__166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224__gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 


166649 


Seq. ID 


LIB3234-011-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl66570 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


31 


% identity 


100 


NCBI Description 


(L04173) glycine rich protein 


Seq. No. 


166650 


Seq. ID 


LIB32 34-011-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


382 


E value 


5.0e-37 


Match length 


99 


% identity 


71 


NCBI Description 


(AF098519) unknown [Avicennia 




(AF056316) 40S ribosome prote 


Seq. No. 


166651 


Seq. ID 


LIB3234-011-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g464988 


BLAST score 


175 


E value 


l.Oe-12 


Match length 


36 


% identity 


83 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 




LIGASE 11) (UBIQUITIN CARRIER 



>gi_421856_pir S32673 ubiquitin — protein ligase (EC 

6.3.2.19) UBC11 - Arabidopsis thaliana (fragment) 
>gi_297880_emb_CAA7 8716_ (Z14992) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349215 (L00641) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



22461 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166652 

LIB3234-011-P1-K1-C11 

BLASTX 

g3269286 

435 

3.0e-43 

107 

88 

(AL030978) putative protein [Arabidopsis thaliana] 
166653 

LIB3234-011-P1-K1-C12 

BLASTX 

g3688175 

281 

3.0e-25 

91 

63 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 

166654 

LIB3234-011-P1-K1-C2 

BLASTX 

gl710581 

483 

8.0e-49 

100 

94 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_11074 8 9_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

166655 

LIB3234-011-P1-K1-C4 

BLASTN 

g2494110 

309 

1.0e-173 

309 

100 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

166656 

LIB3234-011-P1-K1-C5 

BLASTN 

g4199934 

291 

1.0e-163 

306 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



166657 



22462 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-011-P1-K1-C6 

BLASTN 

g2494110 

276 

1.0e-154 

308 

97- 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166658 




Seq. ID 


LIB3234-011-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


g4567199 




BLAST score 


boo 




E value 


6.0e-55 




Match length 


112 




% identity 


92 




NCBI Description 


(AC007168) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


166659 




Seq. ID 


LIB3234-011-P1-K1-D10 




Method 


BLASTN 




NCBI GI 


g4544365 




BLAST score 


44 




E value 


1.0e-15 




Match length 


300 




% identity 


91 




NCBI Description 


Arabidopsis thaliana chromosome II BAC 


F26H6 genomic 




sequence, complete sequence 




Seq. No. 


166660 




Seq. ID 


LIB3234-011-P1-K1-D11 




Method 


BLASTN 




NCBI GI 


g4510392 




BLAST score 


99 




E value 


2.0e-48 




Match length 


103 




% identity 


99 




NCBI Description 


Arabidopsis thaliana chromosome II BAC 


T17D12 genomi 




sequence, complete sequence 





Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166661 

LIB3234-011-P1-K1-D2 

BLASTX 

g687844 

101 

5.0e-04 

78 
5 

(U21320) contains TPR domain-like repeats [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166662 

LIB3234-011-P1-K1-D3 

BLASTN 

g3859658 



22463 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



327 

0.0e+00 

339 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166663 

LIB3234-011-P1-K1-D4 

BLASTN 

g3256065 

272 

1.0e-151 

292 
98 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 

166664 

LIB3234-011-P1-K1-D5 

BLASTN 

g2114077 

188 

1.0e-101 

321 
92 

Arabidopsis thaliana DNA for larger subunit of Rubisco, 
beta subunit of coupling factor one, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166665 

LIB3234-011-P1-K1-D6 

BLASTN 

g3256065 

277 

1.0e-154 

293 
99 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166666 

LIB3234-011-P1-K1-D7 

BLASTN 

g2351068 

231 

1.0e-127 

347 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRH10, complete sequence [Arabidopsis thaliana] 

166667 

LIB3234-011-P1-K1-D8 

BLASTN 

g2924257 

50 

4.0e-19 



PI clone 



22464 



# 



Match length 


113 


% identity 


86 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


166668 


Seq. ID 


LIB3234-011-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3869069 




1 ft Q 


E value 


1.0e-102 


Match length 


351 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MEB5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166669 


Seq. ID 


LIB3234-011-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g2583106 




Z. O Z 


E value 


1.0e-157 


Match length 


347 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4L23 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166670 


Seq. ID 


LIB3234-011-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g2656031 


bijAbi score 




E value 


1.0e-169 


Match length 


347 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MXC20 


Seq. No. 


166671 


Seq. ID 


LIB3234-011-P1-K1-E12 


Method 


BLASTX 


MfDT (IT 


rr^ ^9 9 Q4 6 


BLAST score 


423 


E value 


8.0e-42 


Match length 


92 


% identity 


88 


NCBI Description 


(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


166672 


Seq. ID 


LIB3234-011-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4263791 


BLAST score 


O Q Q 


E value 


4 .Oe-27 


Match length 


116 


% identity 


53 


NCBI Description 


(AC006068) putative receptor protein kinase [Arabidopsis 




thaliana] 




22465 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166673 

LIB3234-011-P1-K1-E5 

BLASTX 

g2583125 

480 . 

2.0e-48 

105 

95 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166674 

LIB3234-011-P1-K1-E7 

BLASTN 

g4512646 

301 

1.0e-169 

348 
37 

Arabidopsis thaliana chromosome II BAC F23N11 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166675 

LIB3234-011-P1-K1-E9 

BLASTN 

g3985952 

260 

1.0e-144 

346 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MRC8, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166676 

LIB3234-011-P1-K1-F1 

BLASTX 

g4741960 

363 

9.0e-35 

93 
77 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166677 

LIB3234-011-P1-K1-F10 

BLASTX 

g4586249 

325 

2.0e-30 

103 
59 

(AL049640) 
thaliana] 



putative pollen surface protein [Arabidopsis 



Seq. No. 
Seq. ID 



166678 

LIB3234-011-P1-K1-F11 



22466 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2264306 

331 

0.0e+00 

343 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5 f complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

Sr value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166679 

LIB3234-011-P1-K1-F12 

BLASTX 

g4585977 

194 

6.0e-15 

59 
61 

(AC005287) Unknown protein [Arabidopsis thaliana] 
166680 

LIB3234-011-P1-K1-F2 

BLASTN 

g2252823 

273 

1.0e-152 

346 

98 

Arabidopsis thaliana BAC IG005I10 
166681 

LIB3234-011-P1-K1-F3 

BLASTN 

g4337186 

196 

1.0e-106 

241 

99 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166682 

LIB3234-011-P1-K1-F4 

BLASTX 

g2160144 

151 

6.0e-10 

63 
43 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

166683 

LIB3234-011-P1-K1-F6 

BLASTX 

g2160144 

164 

2.0e-ll 



22467 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
44 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

166684 

LIB3234-011-P1-K1-F7 

BLASTX 

g3935151 

535 

6.0e-55 

100 
99 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
166685 

LIB3234-011-P1-K1-F9 

BLASTX 

g4512666 

587 

5.0e-61 

115 

92 

(AC006931) putative mei2 protein [Arabidopsis thaliana] 
166686 

LIB3234-011-P1-K1-G1 

BLASTN 

g2815404 

252 

1.0e-140 

300 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMG4, complete sequence [Arabidopsis thaliana] 

166687 

LIB3234-011-P1-K1-G10 

BLASTN 

g4220641 

318 

1.0e-179 

346 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166688 

LIB3234-011-P1-K1-G11 

BLASTX 

gl362162 

262 

6.0e-23 

66 

74 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 



22468 



Seq. No. 


166689 




Seq. ID 


LIB3234-011 


-P1-K1-G12 


Method 


DT 7\ QTM 
£3J_Lrt.o i IN 




NCBI GI 


g2196463 




BLAST score 


341 




E value 


0.0e+00 




Match length 


357 




% identity 


99 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


166690 




Seq. ID 


LIB3234-011 


-P1-K1-G2 


Method 


BLASTX 




NCBI GI 


g3327957 




BLAST score 


161 




E value 


4 .Oe-11 




Match length 


51 




% identity 


55 




NCBI Description 


(AF060490) 


TLS-associ 



rpoB & rpoCl genes 



>gi_3327976 (AF067730) TLS-associated protein TASR-2 [Homo 
sapiens] 



Seq. No. 


166691 


Seq. ID 


LIB3234-011-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl592677 


BLAST score 


189 


E value 


2.0e-14 


Match length 


38 


% identity 


97 


NCBI Description 


(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 


Seq. No. 


166692 


Seq. ID 


LIB3234-011-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


475 


E value 


6.0e-48 


Match length 


96 


% identity 


99 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


166693 


Seq. ID 


LIB3234-011-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3941528 


BLAST score 


647 


E value 


4.0e-68 


Match length 


116 


% identity 


99 


NCBI Description 


(AF062918) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


166694 


Seq. ID 


LIB3234-011-P1-K1-G6 


Method 


BLASTX 



22469 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2341034 
464 

1.0e-46 

94 
99 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
166695 

LIB3234-011-P1-K1-G9 

BLAST N 

g4510338 

178 

2.0e-95 

314 

98 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166696 

LIB3234-011-P1-K1-H1 

BLASTX 

g2921158 

533 

1.0e-54 

112 
97 

(AF022909) ClpC [Arabidopsis thaliana] 
166697 

LIB3234-011-P1-K1-H11 

BLASTN 

g2864607 

317 

1.0e-178 

341 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166698 

LIB3234-011-P1-K1-H5 

BLASTN 

g2618683 

317 

1.0e-178 

345 
98 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166699 

LIB3234-011-P1-K1-H9 

BLASTX 

g2605714 

103 

2.0e-40 
113 



22470 



% identity 

NCBI Description 



81 

(AF026275) 
thaliana] 



beta-tonopiast intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



166700 

LIB3234-012-P1-K1-A1 

BLASTX 

g2252844 

354 

1.0e-33 

78 
83 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

166701 

LIB3234-012-P1-K1-A10 

BLASTX 

gl345973 

52 

9.0e-21 

91 
62 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi__541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj__BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166702 

LIB3234-012-P1-K1-A11 

BLASTN 

g4006885 

312 

1.0e-175 

324 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

166703 

LIB3234-012-P1-K1-A2 

BLASTN 

g4309719 

24 

1.0e-03 

331 
79 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166704 

LIB3234-012-P1-K1-A4 



22471 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3763916 

146 

2.0e-09 

50 
52 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124,l_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166705 

LIB3234-012-P1-K1-A5 

BLASTN 

g4417264 

111 

1.0e-55 

302 
72 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166706 

LIB3234-012-P1-K1-A6 

BLASTX 

gl914683 

240 

2.0e-20 

65 

72 

(Y12013) RAD23, isoform 



I [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166707 

LIB3234-012-P1-K1-A7 

BLASTX 

gl345973 

440 

8 ,0e-44 

94 

85 

OMEGA- 3 FATTY ACID DESATURASE 

>gi_541882_pir JQ2335 omega 

1.14.99.-) CF3 - Arabidopsis 
omega-3 fatty acid desaturase 
>gi_471091_dbj__BAA04505_ (D17 
[Arabidopsis thaliana] >gi_ll 
microsomal omega-3 fatty acid 
thaliana] >gi_3420053 (AC0046 
desaturase [Arabidopsis thali 



ENDOPLASMIC RETICULUM 
3 fatty acid desaturase (EC 
thaliana >gi_408483 (L22931) 

[Arabidopsis thaliana] 
579) fatty acid desaturase 
97795_dbj_BAA05514_ (D26508) 
desaturase [Arabidopsis 
0) omega-3 fatty acid 
ana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166708 

LIB3234-012-P1-K1-A8 

BLASTN 

g4159712 

284 

1.0e-159 

333 
98 



22472 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

166709 

LIB3234-012-P1-K1-A9 

BLASTX 

gl345973 

629 

6.0e-66 
114 

100 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091__dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166710 

LIB3234-012-P1-K1-B1 

BLASTN 

g3046856 

338 

0.0e+00 

350 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

166711 

LIB3234-012-P1-K1-B11 

BLASTX 

g4512673 

344 

1.0e-32 

67 

100 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



166712 

LIB3234-012-P1-K1-B12 

BLASTN 

g2864607 

39 

2.0e-13 

67 

67 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

166713 

LIB3234-012-P1-K1-B4 
BLASTN 



22473 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4512656 
301 

1.0e-169 

343 
89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



166714 

LIB3234-012-P1-K1-B5 

BLASTN 

g4220637 

318 

1.0e-179 

342 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIE1, complete sequence [Arabidopsis thaliana] 



PI clone: 



166715 

LIB3234-012-P1-K1-B8 

BLASTN 

g4335711 

339 

0.0e+00 

347 

99 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166716 

LIB3234-012-P1-K1-B9 

BLASTN 

g4589421 

99 

2.0e-48 

140 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K5K13, complete sequence 

166717 

LIB3234-012-P1-K1-C1 

BLASTN 

g4325340 

282 

1.0e-157 

350 
95 

Arabidopsis thaliana BAC T1J1 
166718 

LIB3234-012-P1-K1-C11 

BLASTX 

g2129759 

179 

4.0e-13 



22474 



Match length 


42 


% identity 


86 


NCBI Description 


UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliar 




>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 




glucose epimerase [Arabidopsis thaliana] 


Seq. No. 


166719 


Seq. ID 


LIB3234-012-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2961390 


BLAST score 


o4U 


E value 


4.0e-32 


Match length 


98 


% identity 


72 


NCBI Description 


(AL022141) beta-galactosidase like protein [Arabidopsis 




thaliana] 


Seq. No. 


166720 


Seq. ID 


LIB3234-012-P1-K1-C3 


Method 


BLASTN 




rrl A "3 Q Q £ 
y J *± sj y D 


BLAST score 


41 


E value 


5.0e-14 


Match length 


122 


% identity 


88 


NCBI Description 


Pea chloroplast psbM gene for photosystem II polypeptide 


Seq. No. 


166721 


Seq. ID 


LIB3234-012-P1-K1-C7 


Method 


BLASTX 


INbbi bl 


g^xyii 


BLAST score 


187 


E value 


4.0e-14 


Match length 


77 


% identity 


44 


NCBI Description 


(X62625) vicilin [Theobroma cacao] 


Seq. No. 


166722 


Seq. ID 


LIB3234-012-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4159712 


D-Li/iDi score 


A 


E value 


6.0e-18 


Match length 


72 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MWI23, complete sequence 


Seq. No. 


166723 


Seq. ID 


LIB3234-012-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g3449326 


BLAST score 


34 


E value 


1.0e-09 


Match length 


54 


% identity 


91 



M 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



22475 



K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166724 

LIB3234-012-P1-K1-D10 

BLASTX 

g2996096 

598 

2.0e-62 

113 

100 

(AF030517) translation elongation factor-1 alpha; 
alpha [Oryza sativa] 



EF-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166725 

LIB3234-012-P1-K1-D12 

BLASTN 

g511598 

313 

1.0e-176 

341 
33 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166726 

LIB3234-012-P1-K1-D2 

BLASTN 

g3046853 

59 

1.0e-24 

136 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166727 

LIB3234-012-P1-K1-D3 

BLASTN 

g3046853 

40 

3.0e-13 

127 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166728 

LIB3234-012-P1-K1-D4 

BLASTX 

g4582436 

66 

9.0e-50 

112 
92 

(AC007196) unknown protein [Arabidopsis thaliana] 



Seq. No. 



166729 



22476 



II 



Seq. ID 


LIB3234-012-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4263791 


BLAST score 


4 y i 


E value 


8.0e-50 


Match length 


93 


% identity 


99 


NCBI Description 


(AC006068) putative receptor protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


166730 


Seq. ID 


LIB3234-012-P1-K1-E1 


Method 


BLASTX 


Mf'RT fT 
LNU.D-L bl 


rrS4 1 ft Al 

go f± x o 4 / 


BLAST score 


608 


E value 


2.0e-63 


Match length 


114 


% identity 


100 


NCBI Description 


alcohol dehydrogenase (EC 1.1.1.1) - Arabidopsis thaliana 


Seq. No. 


166731 


Seq. ID 


LIB3234-012-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g4220628 


hsLiAbi score 


z 1 o 


E value 


1.0e-119 


Match length 


313 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K24C1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166732 


Seq. ID 


LIB3234-012-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2244747 


rsLAoi score 


JJO 


E value 


0.0e+00 


Match length 


346 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


166733 


Seq. ID 


LIB3234-012-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl351837 


BLAST score 


522 


E value 


2.0e-53 


Match length 


110 


% identity 


91 


NCBI Description 


ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 



BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransf erase chain - rape chloroplast 
>gi_1069998__emb_CAA90747_ (Z50868) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_158 904 6_prf 2210244G Ac-CoA carboxylase : SUBUNIT=beta 

[Brassica napus] 



22477 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166734 

LIB3234-012-P1-K1-E5 

BLASTX 

g2281085 

375 

3.0e-36 

113 
59 

(AC002333) 
thaliana] 



CTR1 protein kinase isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166735 

LIB3234-012-P1-K1-E6 

BLASTX 

g4165132 

549 

1.0e-56 

115 

84 

(AF098292) endo-beta-1, 4-D-glucanase [Lycopersicon 
esculentum] 

166736 

LIB3234-012-P1-K1-E7 

BLASTX 

gl345944 

517 

7.0e-53 

113 

88 

3-OXOACYL- [ AC YL-CARRIER- PROTEIN] SYNTHASE III PRECURSOR 
( BE T A- KETOAC YL - AC P SYNTHASE III) (KAS III) >gi__598075 
(L31891) 3-ketoacyl-acyl carrier protein synthase III (KAS 

III) [Arabidopsis thaliana] 

166737 

LIB3234-012-P1-K1-E8 

BLASTN 

g4582411 

250 

1.0e-138 

345 

99 

Arabidopsis thaliana chromosome 1 BAC T23K8 sequence, 
complete sequence 

166738 

LIB3234-012-P1-K1-F1 

BLASTX 

g226120 

239 

3.0e-20 

115 
39 

vicilin gene B [Saguinus oedipus] 



22478 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166739 

LIB3234-012-P1-K1-F10 

BLASTN 

gl946354 

342 

0.0e+00 

342 

93 

Arafoidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

166740 

LIB3234-012-P1-K1-F11 

BLASTN 

g3292807 

174 

4.0e-93 

334 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

166741 

LIB3234-012-P1-K1-F12 

BLASTN 

g2618683 

327 

0. 0e+00 

331 

100 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166742 

LIB3234-012-P1-K1-F2 

BLASTX 

g2315135 

214 

2.0e-17 

49 
88 

(AB003522) beta subunit of coupling factor one [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166743 

LIB3234-012-P1-K1-F3 

BLASTX 

gll72704 

562 

4.0e-58 

105 
100 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_4 4 067 86_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 



22479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166744 

LIB3234-012-P1-K1-F4 

BLASTN 

gl707006 

90 

1.0e-43 

90 
100 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166745 

LIB3234-012-P1-K1-F7 

BLASTN 

g4589425 

168 

1.0e-89 

342 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBA1 0 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166746 

LIB3234-012-P1-K1-F8 

BLASTN 

g4079614 

77 

7 .Oe-36 

85 
99 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166747 

LIB3234-012-P1-K1-F9 

BLASTX 

g3935151 

615 

2.0e-64 

113 
100 

(AC005106) T25N20.15 



[Arabidopsis thaliana] 



166748 

LIB3234-012-P1-K1-G1 

BLASTN 

g2570223 

78 

7. Oe-36 

258 

84 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

166749 

LIB3234-012-P1-K1-G2 
BLASTX 



22480 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl079280 
437 

2.0e-43 
113 

77 

chaperonin containing TCP-1 complex gamma chain - African 
clawed frog >gi_793886_emb_CAA59350_ (X84990) Cctg [Xenopus 
laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166750 

LIB3234-012-P1-K1-G3 

BLASTX 

g2494125 

375 

2.0e-36 

91 
86 

(AC002376) Strong similarity to Cucumis acetyl-CoA 
acyltransferase (gb__D70895) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166751 

LIB3234-012-P1-K1-G4 

BLASTX 

g3107931 

536 

4.0e-55 

115 

91 

(AB013353) UDP-glucose pyrophosphorylase 



[Pyrus pyrifolia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166752 

LIB3234-012-P1-K1-G5 

BLASTX 

g3107931 

486 

3.0e-49 

114 

84 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166753 

LIB3234-012-P1-K1-G7 

BLASTX 

g4204298 

483 

7.0e-49 

111 
85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



166754 

LIB3234-012-P1-K1-G8 

BLASTN 

g3641835 

302 

1.0e-169 



22481 



Match length 

% identity 

NCBI Description 



339 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq. No. 


166755 


Seq. ID 


LIB3234-012-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3269286 


BLAST score 


395 


E value 


1.0e-38 


Match length 


98 


% identity 


88 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


166756 


Seq. ID 


LIB3234-012-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3688191 


BLAST score 


341 


E value 


3.0e-32 


Match length 


94 


% identity 


71 


NCBI Description 


(AJ010090) MAP3K alpha protein kinase [Arabidopsis 




» thaliana] 


Seq. No. 


166757 


Seq. ID 


LIB3234-012-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


gl4352 


BLAST score 


215 


E value 


1.0e-117 


Match length 


343 


% identity 


91 



NCBI Description N . plumbagini folia chloroplast 16SrDNA, trnV and trnl genes 
for 16S ribosomal RNA, transfer RNA-Val and transfer 
RNA-Ile (5 f exon) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166758 

LIB3234-012-P1-K1-H12 

BLASTN 

g3869075 

345 

0. 0e+00 

345 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXK3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 166759 

Seq. ID LIB3234-012-P1-K1-H2 

Method BLASTN 

NCBI GI g3402695 

BLAST score 210 

E value 1.0e-114 

Match length 309 

% identity 94 



22482 



II 



NCBI Description Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166760 

LIB3234-012-P1-K1-H4 

BLASTX 

g4204299 

626 

1.0e-65 

120 

100 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



166761 

LIB3234-012-P1-K1-H6 

BLASTX 

g2894574 

524 

1.0e-53 

99 
100 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



166762 

LIB3234-012-P1-K1-H8 

BLASTN 

g3108024 

325 

0.0e+00 

333 

99 

Arabidopsis thaliana chromosome 1 BAC T1F15 sequence, 
complete sequence [Arabidopsis thaliana] 

166763 

LIB3234-012-P1-K1-H9 

BLASTN 

g3108024 

171 

2.0e-91 

263 
91 

Arabidopsis thaliana chromosome 1 BAC T1F15 sequence, 
complete sequence [Arabidopsis thaliana] 

166764 

LIB3234-013-P1-K1-A1 

BLASTX 

g4204299 

534 

1.0e-54 

109 
93 

(AC003027) lcl_prt_seq No definition line found 



22483 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166765 

LIB3234-013-P1-K1-A11 

BLASTN 

g2760167 

159 

2.0e-84 

167 

34 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MC015, complete sequence [Arabidopsis thaliana] 



PI clone: 



166766 

LIB3234-013-P1-K1-A12 

BLASTX 

g!34025 

403 

2.0e-39 

96 

82 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913__pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA77378_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

166767 

LIB3234-013-P1-K1-A2 

BLASTX 

g3661595 

300 

2.0e-27 

54 
100 

(AF091844 ) aminoalcoholphosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166768 

LIB3234-013-P1-K1-A5 

BLASTN 

g4741797 

148 

1.0e-77 

302 
97 

Arabidopsis thaliana repeat region IID2-8 sequence 
166769 

LIB3234-013-P1-K1-A6 

BLASTX 

g99697 

667 

2.0e-70 

122 

98 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 



22484 



# 



lambda At gsr 2) - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166770 

LIB3234-013-P1-K1-A7 

BLASTX 

g4204299 

611 

8.0e-64 

122 
98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 


166771 


oeq. 1JJ 




Method 


BLASTX 


NCBI GI 


g2104949 


BLAST score 


388 


E value 


1.0e-37 


Match length 


95 


% identity 


80 


NCBI Description 


(U96716) MAP kinase- 


Seq. No. 


166772 


Seq. ID 


LIB3234-013-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g4678315 


BLAST score 


317 


E value 


1.0e-178 


Match length 


361 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


166773 


Seq. ID 


LIB3234-013-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


328 


E value 


4.0e-31 


Match length 


67 


% identity 


90 


NCBI Description 


(AL035656) splicing 




thaliana] 


Seq. No. 


166774 


Seq. ID 


LIB3234-013-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl32939 


BLAST score 


522 


E value 


2.0e-53 


Match length 


107 


% identity 


92 



kinase-like protein [Selaginella lepidophylla] 



T17F15 



splicing factor-like protein [Arabidopsis 



NCBI Description 



60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



22485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



166775 

LIB3234-013-P1-K1-B5 

BLASTX 

g2244750 

514 

2.0e-52 
114 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi__3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

166776 

LIB3234-013-P1-K1-B6 

BLASTX 

gl29871 

179 

4.0e-13 

36 
100 

CYTOCHROME B6-F COMPLEX SUBUNIT 5 >gi_6564 4_pir WMRZ4 

cytochrome b6-f complex 4.2K protein - rice chloroplast 
>gi_100947_pir A32159 plastoquinol — plastocyanin reductase 

(EC 1.10.99.1) chain V - maize chloroplast 

>gi_2147243_pir S68166 cytochrome b6-f complex chain 5 - 

beet chloroplast >gi_12006_emb_CAA33967_ (X15901) 
cytochrome b /f complex subunit 5 [Oryza sativa] >gi_342588 

(J04502) cytochrome b6-f complex subunit 5 (petE) [Zea 
mays] >gi_533296_dbj_BAA07216_ (D38019) cytochrome b6/f 
complex subunit 5 [Beta vulgaris] >gi_533302_dbj_BAA07222_ 

(D38020) cytochrome b6/f complex subunit 5 [Beta trigyna] 
>gi_533304_dbj_BAA07223_ (D38021) cytochrome b6/f complex 
subunit 5 [Beta webbiana] >gi_860888_emb_CAA60964__ (X87636) 
cytochrome b6-f complex subunit 5 [Beta vulgaris] 
>gi_860894_emb_CAA60969_ (X87637) petG [Beta vulgaris] 
>gi_902240_emb_CAA60304_ (X86563) cytochrome b /f complex 
subunit 5 [Zea mays] >gi_2612818_emb_CAA75627_ (Y15429) 
cytochrome b6/f -complex subunit V [Populus deltoides] 
>gi_2924268_emb_CAA77420_ (Z00044) cytochrome b/f complex 

subunit V [Nicotiana tabacum] >gi_226628_prf 1603356BB 

cytochrome b/f complex 5 [Oryza sativa] 

166777 

LIB3234-013-P1-K1-B7 

BLASTX 

g2076623 

162 

4.0e-ll 

110 
34 

(Z95151) PtrB [Mycobacterium leprae] 
166778 

LIB3234-013-P1-K1-B8 

BLAST N 

g3193305 

357 



22486 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



0. Oe+00 

361 

100 

Arabidopsis thaliana BAC F3D13 
166779 

LIB3234-013-P1-K1-C1 

BLASTN 

g2264303 

38 

6.0e-12 

66 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18, complete sequence [Arabidopsis thaliana] 



PI clone: 



166780 

LIB3234-013-P1-K1-C10 

BLASTN 

g4584841 

157 

6.0e-83 

372 
47 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

166781 

LIB3234-013-P1-K1-C11 

BLASTN 

g3241917 

363 

0.0e+00 

367 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

166782 

LIB3234-013-P1-K1-C12 

BLASTN 

g3241917 

246 

1.0e-136 

330 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

166783 

LIB3234-013-P1-K1-C7 

BLASTX 

g4679028 

233 

2.0e-19 

74 
58 



22487 



# 



NCBI Description (AF077207) HSPC021 [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166784 

LIB3234-013-P1-K1-C8 

BLASTN 

g3046851 

319 

1.0e-179 

368 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIJ24, complete sequence [Arabidopsis thaliana] 

166785 

LIB3234-013-P1-K1-C9 

BLASTX 

g2275202 

309 

2.0e-28 

59 

100 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166786 

LIB3234-013-P1-K1-D1 

BLASTX 

g2970654 

437 

2.0e-43 

120 
71 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

166787 

LIB3234-013-P1-K1-D11 

BLASTX 

g2130051 

348 

5.0e-33 

96 
68 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296807_emb_CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588 664_prf 2209268A xylose 

isomerase [Hordeum vulgare] 

166788 

LIB3234-013-P1-K1-D12 

BLASTX 

g82051 

294 

1.0e-26 

111 

55 

lipid body-associated membrane protein - carrot 



22488 



>gi_259453Jobs__117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166789 

LIB3234-013-P1-K1-D3 

BLASTX 

gll70939 

372 

8.0e-36 

74 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408__pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67__ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166790 

LIB3234-013-P1-K1-D4 

BLASTN 

g4519184 

207 

1.0e-113 

252 
84 

Arabidopsis thaliana genomic 
K16F13, complete sequence 



DNA, chromosome 5/ TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



166791 

LIB3234-013-P1-K1-D5 

BLASTN 

g3242700 

39 

1.0e-12 

107 

84 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166792 

LIB3234-013-P1-K1-D7 

BLASTX 

g2244800 

348 

5.0e-33 

86 
78 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 
166793 

LIB3234-013-P1-K1-D8 

BLASTX 

g2244800 

519 

5.0e-53 



22489 



® 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
97 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166794 

LIB3234-013-P1-K1-E1 

BLASTX 

g541847 

262 

3.0e-23 

54 

93 

alcohol dehydrogenase (EC 1.1.1.1) 



Arabidopsis thaliana 



166795 

LIB3234-013-P1-K1-E12 

BLASTX 

gll2682 

582 

2.0e-60 

121 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

166796 

LIB3234-013-P1-K1-E2 

BLASTX 

gl402904 

548 

2.0e-56 

104 

100 

(X98313) peroxidase [Arabidopsis thaliana] 
166797 

LIB3234-013-P1-K1-E3 

BLASTX 

g2459432 

247 

3.0e-21 

49 

88 

(AC002332) CONS TANS -like protein [Arabidopsis thaliana] 
166798 

LIB3234-013-P1-K1-E5 

BLASTN 

g4757662 

145 

8.0e-76 

370 

99 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 



22490 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



chromosome I, complete sequence 
166799 

LIB3234-013-P1-K1-E6 

BLASTN 

g4220645 

199 

1.0e-108 

354 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



166800 

LIB3234-013-P1-K1-E7 

BLASTX 

gll5778 

141 

5.0e-31 

90 
78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_2828 96_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34459_ 1X16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_21140_emb_CAA33903_ 
(X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 

166801 

LIB3234-013-P1-K1-E8 

BLASTN 

g2618603 

225 

1.0e-123 

345 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSL3, complete sequence [Arabidopsis thaliana] 

166802 

LIB3234-013-P1-K1-E9 
BLASTN 
g3449334 
333 

0.0e+00 
358 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 

166803 

LIB3234-013-P1-K1-F1 
BLASTX 
g2252844 
594 

8.0e-62 
113 



PI clone: 



PI clone: 



22491 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

166804 

LIB3234-013-P1-K1-F10 

BLASTN 

g4199934 

277 

1.0e-154 

349 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166805 

LIB3234-013-P1-K1-F11 

BLASTX 

g4262250 

623 

3.0e-65 

120 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
166806 

LIB3234-013-P1-K1-F2 

BLASTN 

g4199934 

277 

1.0e-154 

347 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

166807 

LIB3234-013-P1-K1-F3 

BLASTX 

gl628583 

399 

6.0e-39 

81 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

166808 

LIB3234-013-P1-K1-F4 

BLASTX 

g2129659 

309 

2.0e-28 

95 

64 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 



22492 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L40954) oleosin [Arabidopsis thaliana] 



166809 

LIB3234-013-P1-K1-F6 

BLASTX 

g4165488 

583 

2.0e-60 

107 

100 

(AJ132399) alpha-tubulin 3 



[Hordeum vulgare] 



166810 

LIB3234-013-P1-K1-F7 

BLASTN 

gl490552 

87 

3.0e-41 

218 
86 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

166811 

LIB3234-013-P1-K1-F8 

BLASTN 

g4581161 

50 

5.0e-19 

134 
87 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

166812 

LIB3234-013-P1-K1-F9 

BLASTN 

g3869069 

274 

1.0e-153 

359 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

166813 

LIB3234-013-P1-K1-G10 

BLASTN 

g4587986 

201 

1.0e-109 

328 
98 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 



Seq. No. 



166814 



22493 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-013-P1-K1-G12 

BLASTX 

gl707657 

218 

1.0e-17 



57 

(Z71640) 



DnaJ homologue [Pisum sativum] 



166815 

LIB3234-013-P1-K1-G2 

BLASTN 

g2894591 

366 

0.0e+00 

366 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T6K21 



166816 

LIB3234-013-P1-K1-G3 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y077 65) S-adenosylmethionine decarboxylase 
thaliana] 



[Arabidopsis 



166817 

LIB3234-013-P1-K1-G4 

BLASTN 

g4580454 

353 

0.0e+00 

370 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

166818 

LIB3234-013-P1-K1-G6 

BLASTX 

gll2682 

150 

9.0e-10 

76 

59 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



166819 



22494 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-013-P1-K1-G7 

BLASTX 

g881615 

558 

1.0e-57 

118 

92 

(U2 9142) fatty" acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166820 

LIB3234-013-P1-K1-G9 

BLASTN 

g3789706 

38 

6.0e-12 

106 
59 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166821 

LIB3234-013-P1-K1-H1 

BLASTN 

g4406752 

266 

1.0e-148 

340 
49 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166822 

LIB3234-013-P1-K1-H11 

BLASTX 

g2541876 

181 

2.0e-13 

58 
52 

(D26015) CND4 1 , chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166823 

LIB3234-013-P1-K1-H12 

BLASTN 

gl66913 

192 

1.0e-104 

221 
100 

Arabidopsis thaliana alpha-2 
5 f end 



tubulin (TUA2) gene, exon and 



Seq. No. 
Seq. ID 



166824 

LIB3234-013-P1-K1-H2 



22495 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455321 

369 

0.0e+00 

369 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166825 

LIB3234-013-P1-K1-H4 

BLASTN 

g2760165 

300 

1.0e-168 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


166826 


Seq. ID 


LIB3234-013-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4432845 


BLAST score 


149 


E value 


1.0e-09 


Match length 


63 


% identity 


57 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166827 


Seq. ID 


LIB3234-015-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl31378 


BLAST score 


210 


E value 


9.0e-17 


Match length 


43 


% identity 


98 


NCBI Description 


PHOTOSYSTEM II REACTION CENTRE N PROTEIN 



>gi_2924272_emb_CAA77424__ (Z00044) PSII N-protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166828 

LIB3234-015-P1-K1-A11 

BLASTN 

g2114077 

114 

2.0e-57 

238 
89 

Arabidopsis thaliana DNA for larger subunit of Rubisco, 
beta subunit of coupling factor one, partial cds 



Seq. No. 166829 

Seq. ID LIB3234-015-P1-K1-A12 

Method BLASTX 

NCBI GI g4582446 



22496 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

8.0e-17 

87 
55 

(AC007071) 
thaliana] 



putative RING finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166830 

LIB3234-015-P1-K1-A5 

BLASTN 

g4558521 

284 

1.0e-158 

332 
99 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

166831 

LIB3234-015-P1-K1-A6 

BLASTN 

g2213606 

351 

0.0e+00 

367 

99 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



166832 

LIB3234-015-P1-K1-A7 

BLASTN 

gl490552 

266 

1.0e-148 

296 
98 

Arabidopsis thaliana 



S-adenosylmethionine decarboxylase 



(SAMdc) mRNA, complete cds 
166833 

LIB3234-015-P1-K1-B1 

BLASTX 

gl903034 

250 

2.0e-21 

106 

46 

(X94 625) amp-binding protein 
166834 

LIB3234-015-P1-K1-B3 

BLASTN 

g3482964 

319 

1.0e-179 

351 



[Brassica napus] 



22497 



% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 2 




{ESSAII project) 


Seq. No. 


166835 


Seq. ID 


LIB3234-015-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g3482964 


DT ACT 1 e?> i~i s-\ v t?i 

nijAoi score 




E value 


1.0e-104 


Match length 


310 


% identity 


92 


NCBI Description 


Arabidopsis thaliana DNA chromosome 2 




(ESSAII project) 


Seq. No. 


166836 


Seq. ID 


LIB3234-015-P1-K1-B5 


Method 


BLASTX 




yZ Z 4 0 U / U 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


102 


% identity 


32 


NCBI Description 


(Z97342) hypothetical protein [Arabid 


Seq. No. 


166837 


Seq. ID 


LIB3234-015-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3377815 


bLAoi score 


o bz 


E value 


4.0e-58 


Match length 


123 


% identity 


91 


NCBI Description 


(AF07 6275) similar to protein kinases 




score: 255.71) [Arabidopsis thaliana] 


Seq. No. 


166838 


Seq. ID 


LIB3234-015-P1-K1-B7 


Method 


BLASTN 




goyozuo 


BLAST score 


52 


E value 


7.0e-21 


Match length 


68 


% identity 


69 


NCBI Description 


A. thaliana 2S albumin gene isoforms 1 


Seq. No. 


166839 


Seq. ID 


LIB3234-015-P1-K1-B8 


Method 


BLASTX 




gzzoZoU 


BLAST score 


357 


E value 


5.0e-34 


Match length 


71 


% identity 


97 


NCBI Description 


rpoC-like ORF 548 [Nicotiana tabacum] 


Seq. No. 


166840 



[Pfam: pkinase.hmm, 



and 2, complete CDS ' s 



22498 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3234-015-P1-K1-B9 

BLASTN 

g4220635 

161 

2.0e-85 
327 • 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



166841 

LIB3234-015-P1-K1-C1 

BLASTX 

g2879800 

259 

2.0e-22 

123 
41 

(AL021813) phenylalanyl-trna synthetase alpha chain 
[Schizosaccharomyces pombe] 

166842 

LIB3234-015-P1-K1-C10 

BLASTX 

g4586249 

339 

7.0e-32 

102 
63 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] 

166843 

LIB3234-015-P1-K1-C4 

BLASTN 

g2342673 

359 

0. 0e+00 
367 

99 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

166844 

LIB3234-015-P1-K1-C7 

BLASTX 

g4582468 

549 

2.0e-56 

112 

99 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

166845 

LIB3234-015-P1-K1-C8 
BLASTN 



22499 



NCBI GI 


g4140z56 


BLAST score 


358 


E value 


0.0e+00 


Match length 


374 


% identity 


79 


NCBI Description 


Arabidopsis thaliana mRNA for LEA-like protein 


Seq. No. 


166846 


Seq. ID 


LIB3234-015-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


159 


E value 


8.0e-ll 


Match length 


66 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


166847 


Seq. ID 


LIB3234-015-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


/-[-/- 

DO D 


E value 


4.0e-69 


Match length 


124 


■% identity 


100 


NCBI Description 


(AC003027) lcl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


166848 


Seq. ID 


LIB3234-015-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2982437 


BLAST score 


453 


E value 


,3.0e-45 


Match length 


123 


% : ' identity 


68 


NCBI Description 


(AL022224) terpene cyclase like protein [Arabidopsis 




thaliana] 


Seq. No. 


166849 


Seq. ID 


LIB3234-015-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2982437 


BLAST score 


355 


E value 


8.0e-34 


Match length 


102 


% identity 


65 


NCBI Description 


(AL022224) terpene cyclase like protein [Arabidopsis 




thaliana] 


Seq. No. 


166850 


Seq. ID 


LIB3234-015-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g4757414 


BLAST score 


356 


E value 


0.0e+00 


Match length 


372 



22500 



% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166851 

LIB3234-015-P1-K1-D2 

BLASTX 

gl708464 

225 

1.0e-18 

62 
66 

PUTATIVE DIHYDROXY-ACID DEHYDRATASE PRECURSOR (DAD) 
(2,3-DIHYDROXY ACID HYDROLYASE) >gi_1213255__emfo__CAA9368 9_ 
(Z69795) unknown [Schizosaccharomyces pombe] 



Seq. No. 


166852 


Seq. ID 


LIB3234-015-P1-K1-D3 








rrl 1 9 6fi 9 


nijfio i score 


A 9, 6 


TP TT -1 1 11A 

jlLi VdlUc 


4 . Oe-4 9 


Match length 


119 


C_- _ J -i^n +- n ■htr 

-6 laeniicy 


0 D 


lnujdj, uesciipLioii 


19c CFT^n ^TOR A(TF PROT-FTNI PRF.ftlRSOR >ai 81605 




prnrii fori n riropiircrir / f'R R \ — Zlr shl H Pi TO qi Q +■ "h 3 




>ai 166678 (M37248} 12S storaae orotein CRB 




thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 




storage protein [Arabidopsis thaliana] 


Seq. No. 


166853 


Seq. ID 


LIB3234-015-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3980417 


BLAST score 


656 


E value 


4.0e-69 


Match length 


123 


% identify 


99 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis 


Seq. No. 


166854 


Seq. ID 


LIB3234-015-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2564049 


BLAST score 


63 


E value 


7.0e-27 


Match length 


131 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



166855 

LIB3234-015-P1-K1-D6 

BLASTX 

g3149952 

259 

2.0e-22 



22501 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
100 

(AB010259) 



DRH1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



166856 

LIB3234-015-P1-K1-D7 

BLAST N 

g2618604 

264 

1.0e-147 

362 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 

166857 

LIB3234-015-P1-K1-D8 

BLASTX 

g2160137 

211 

7.0e-17 

93 
56 

(AC000375) Similar to Arabidopsis light repressible 
receptor protein kinase (gb_X97774) . [Arabidopsis thaliana] 

166858 

LIB3234-015-P1-K1-E11 

BLASTX 

g2462931 

634 

2.0e-66 

122 
97 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

166859 

LIB3234-015-P1-K1-E12 

BLASTX 

g266839 

271 

6.0e-24 

57 

98 

PROTEASOME, ALPHA SUBUNIT {MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi__478764_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.46) alpha 
chain - Arabidopsis thaliana >gi_16445_emb_CAA47298__ 
(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PAD1 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome :SUBUNIT=alpha [Arabidopsis thaliana] 

166860 

LIB3234-015-P1-K1-E3 
BLASTX 



22502 



NCBI GI 


g4204298 


BLAST score 


517 


E value 


9.0e-53 


Match length 


118 


% identity 


85 


NCBI Description 


(AC003027) lcl prt seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


166861 


Seq. ID 


LIB3234-015-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4261517 


BLAST score 


194 


E value 


6.0e-15 


Match length 


77 


% identity 


58 


NCBI Description 


(AF117334) cysteine proteinase inhibitor [Ipomoea batatas 


Seq. No. 


166862 


Seq. ID 


LIB3234-015-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3985934 


BLAST score 


329 


E value 


0.0e+00 


Match length 


367 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MJE7 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


166863 


Seq. ID 


LIB3234-015-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g585744 


BLAST score 


138 


E value 


7.0e-09 


Match length 


29 


% identity 


97 


NCBI Description 


PHOTOS YSTEM II REACTION CENTRE T PROTEIN 


Seq. No. 


166864 


Seq. ID 


LIB3234-015-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g2275194 


BLAST score 


47 


E value 


2.0e-17 


Match length 


103 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T08I13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166865 


Seq. ID 


LIB3234-015-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3451071 


BLAST score 


488 


E value 


2.0e-49 


Match length 


104 
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# 



% identity 

NCBI Description 



95 

(AL031326) beta adaptin 
thaiiana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166866 

LIB3234-015-P1-K1-F12 

BLASTX 

g3763925 

231 

3.0e-19 

44 

100 

(AC004450) putative AflO-protein [Arabidopsis thaiiana] 
166867 

LIB3234-015-P1-K1-F2 

BLASTN 

g4468801 

293 

1.0e-164 

367 
98 

Arabidopsis thaiiana DNA chromosome 4, BAC clone F6G17 
(ESSA project) 



Seq. No. 


166868 


Seq. ID 


LIB3234-015-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


548 


E value 


2.0e-56 


Match length 


104 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 


Seq. No. 


166869 


Seq. ID 


LIB3234-015-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2264321 


BLAST score 


223 


E value 


1.0e-122 


Match length 


372 


% identity 


97 


NCBI Description 


Arabidopsis thaiiana genomic 



PI clone: 



MXM12, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



166870 

LIB3234-015-P1-K1-F6 

BLASTX 

gll07501 

4 62 

2.0e-46 

112 
84 

(X91954) orf [Arabidopsis thaiiana] >gi_3367530 (AC004392) 
Match to gb__X91954 orf gene product from A. thaiiana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 



22504 



this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166871 

LIB3234-015-P1-K1-G1 

BLASTN 

g2760165 

82 

3.0e-38 

360 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166872 

LIB3234-015-P1-K1-G12 

BLASTN 

g3873174 

317 

1.0e-178 

353 
97 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166873 

LIB3234-015-P1-K1-G2 

BLASTX 

gl31336 

339 

6.0e-32 

73 

93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 15_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >giJL1857_emb_CAA77374_ (200044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166874 

LIB3234-015-P1-K1-G4 

BLASTX 

g3702331 

390 

6.0e-38 

118 

69 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
166875 

LIB3234-015-P1-K1-G6 

BLASTX 

gl669668 

215 

1.0e-17 

45 

91 



22505 



NCBI Description (X97131) EFl-alpha [Forsythia x intermedia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166876 

LIB3234-015-P1-K1-G7 

BLASTN 

g4531433 

332 

0. 0e+00 

364 

98 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166877 

LIB3234-015-P1-K1-G8 

BLASTN 

g2262155 

366 

0.0e+00 

370 

100 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166878 

LIB3234-015-P1-K1-G9 

BLASTX 

g!25576 

401 

3.0e-39 

96 

84 

PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE) (PRKASE) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 



Seq. No. 


166879 


Seq. ID 


LIB3234-015-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3395432 


BLAST score 


513 


E value 


3.0e-52 


Match length 


100 


% identity 


99 


NCBI Description 


(AC004 683) unknown protein [Arabidopsis 


Seq. No. 


166880 


Seq. ID 


LIB3234-015-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3334860 


BLAST score 


66 


E value 


1.0e-28 


Match length 


220 


% identity 


92 


NCBI Description 


Solanum tuberosum chloroplast tRNA-Asn, 



22506 



® 



Seq. No. 


166881 


Seq. ID 


LIB3234-015-P1-K1-H12 


Method. 


BLAb I A 


NCBI GI 


g3033386 


BLAST score 


242 


E value 


1.0e-20 


Match length 


82 


% identity 


66 


NCBI Description 


(AC004238) RING3-like protein [Arabidopsis thaliana 


Seq. No. 


166882 


Seq. ID 


LIB3234-015-P1-K1-H3 


Method 


DT 7\C np v - 

bLAb i A 


NCBI GI 


g2827699 


BLAST score 


409 


E value 


4.0e-40 


Match length 


96 


% identity 


83 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq. No. 


166883 


Seq. ID 


LIB3234-015-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4335749 


BLAST score 


533 


E value 


1.0e-54 


Match length 


103 


% identity 


99 


NCBI Description 


(AC006284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166884 


Seq. ID 


LIB3234-015-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g!350783 


BLAST score 


324 


E value 


2.0e-30 


Match length 


76 


% identity 


0 0 


NCBI Description 


RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 




>gi_282883_pir S27756 receptor-like protein kinase 




precursor - Arabidopsis thaliana >gi 166850 (M84660 




receptor-like protein kinase [Arabidopsis thaliana] 




>gi_28424 92_embjCAA16889_ (AL021749) receptor-like ] 




kinase 5 precursor (RLK5) [Arabidopsis thaliana] 


Seq. No. 


166885 


Seq. ID 


LIB3234-015-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3033386 


BLAST score 


391 


E value 


5.0e-38 


Match length 


124 


% identity 


68 


NCBI Description 


(AC004238) RING3-like protein [Arabidopsis thaliana 



Seq. No. 166886 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-015-P1-K1-H7 

BLAST N 

gl2279 

89 

2.0e-42 

165 

94 

Spinach chloroplast genes for the D2 and 4 4 kd reaction 
centre, chlorophyll a-binding protein and for tRNA-Ser 
(UGA) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166887 

LIB3234-015-P1-K1-H8 

BLASTX 

gl345973 

421 

2.0e-41 

95 

81 

OMEGA- 3 



FATTY ACID DESATURASE, 
JQ2335 omega-3 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



(EC 



>gi_541882_pir_ 
1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 


166888 




Seq. ID 


LIB3234-015 


-P1-K1-H9 


Method 


BLASTX 




NCBI GI 


g2781354 




BLAST score 


254 




E value 


5.0e-22 




Match length 


49 




% identity 


100 




NCBI Description 


(AC003113) 


F24O1.10 [Arabidopsis thaliana] 


Seq. No. 


166889 




Seq. ID 


LIB3234-016 


-P1-K1-A10 


Method 


BLASTX 




NCBI GI 


g3096910 




BLAST score 


535 




E value 


6.0e-55 




Match length 


114 




% identity 


88 




NCBI Description 


(AJ005813) 


neoxanthin cleavage enzyme [Arabidopsis 




thaliana] 




Seq. No. 


166890 




Seq. ID 


LIB3234-016 


-P1-K1-A11 


Method 


BLASTN 




NCBI GI 


g4510338 




BLAST score 


339 




E value 


0. 0e+00 




Match length 


343 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence , complete sequence 

166891 

LIB3234-016-P1-K1-A12 

BLASTN 

g3046852 

196 

1.0e-106 

336 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ16, complete sequence [Arabidopsis thaliana] 



166892 

LIB3234-016-P1-K1-A2 

BLASTN 

g2864607 

350 

0.0e+00 

357 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



166893 

LIB3234-016-P1-K1-A3 

BLASTX 

gl864017 

502 

5.0e-51 

95 
100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
166894 

LIB3234-016-P1-K1-A4 

BLASTX 

gl669668 

370 

1.0e-35 

80 
91 

(X97131) EFl-alpha [Forsythia x intermedia] 
166895 

LIB3234-016-P1-K1-A5 

BLASTX 

g4455342 

143 

6.0e-09 

29 

100 

(AL035522) O-methyltransf erase-like protein [Arabidopsis 
thaliana] 



22509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166896 

LIB32 34-01 6-P1-K1-A6 

BLASTN 

g4455339 

242 

1.0e-134 

331 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166897 

LIB3234-016-P1-K1-A7 

BLASTX 

g3249107 

434 

4.0e-43 

90 

91 

(AC003114) Contains similarity to phloem-specific lectin 
PP2 gb_Z17331 from Cucubita maxima. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166898 

LIB3234-016-P1-K1-A8 

BLASTX 

g2662343 

247 

4.0e-21 

85 

58 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166899 

LIB3234-016-P1-K1-A9 

BLASTX 

g99688 

603 

6.0e-63 

116 

99 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb_CAA3445 6_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166900 

LIB3234-016-P1-K1-B1 

BLASTN 

g2191126 

166 

2.0e-88 

355 

94 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 
Seq. ID 
Method 



166901 

LIB3234- 

BLASTX 



016-P1-K1-B10 



22510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



# • 

g4056485 
133 

8.0e-08 

89 

10 

(AC005896) hypothetical protein [Arabidopsis thaliana] 



166902 

LIB3234-016-P1-K1-B11 

BLASTX 

g2894574 

513 

2.0e-52 

97 

100 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



166903 

LIB3234-016-P1-K1-B12 

BLASTX 

g4585966 

553 

5.0e-57 

114 

94 

(AC005287) Putative dihyrdolipoamide acetyltransf erase 
[Arabidopsis thaliana] 

166904 

LIB3234-016-P1-K1-B4 

BLASTX 

g3337361 

668 

2.0e-70 

117 

99 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
166905 

LIB3234-016-P1-K1-B5 

BLASTX 

g3935151 

547 

2.0e-56 

103 

99 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
166906 

LIB3234-016-P1-K1-B6 

BLASTN 

g4006815 

262 

1.0e-145 

295 
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% identity 

NCBI Description 



97 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


166907 


Seq. ID 


LIB3234-016-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


388 


E value 


1.0e-37 


Match length 


112 


% identity 


39 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


166908 


Seq. ID 


LIB3234-016-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


256 


E value 


3.0e-22 


Match length 


111 


% identity 


12 


NCBI Description 


(AC005496) hypothetical protein [Arabidops 


Seq. No. 


166909 


Seq. ID 


LIB3234-016-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl711513 


BLAST score 


408 


E value 


5.0e-40 


Match length 


85 


% identity 


99 


NCBI Description 


SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_515681 (U12127) signal recognition particle 54 kDa 
subunit [Arabidopsis thaliana] 

166910 

LIB3234-016-P1-K1-C11 

BLASTX 

gll837 

223 

2.0e-18 

70 
61 

(Z00044) NADH dehydrogenase 27kD subunit [Nicotiana 

tabacum] >gi_225205_prf 1211235AK bhpB gene [Nicotiana 

tabacum] 

166911 

LIB3234-016-P1-K1-C3 

BLASTX 

g2583125 

524 

1.0e-53 

118 
85 

(AC002387) putative transketolase precursor [Arabidopsis 



22512 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166912 

LIB3234-016-P1-K1-C4 

BLASTX 

g2583125 

425 

5.0e-42 

114 

75 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166913 

LIB3234-016-P1-K1-C5 

BLASTX 

g4773885 

523 

2.0e-53 

99 

98 

(AF076243) putative aspartic protease [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166914 

LIB3234-016-P1-K1-C7 

BLASTX 

gll70503 

561 

5.0e-58 

113 

98 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166915 

LIB3234-016-P1-K1-C8 

BLASTN 

g4567300 

219 

1.0e-120 

352 
100 

Arabidopsis thaliana chromosome II PI MHK10 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



166916 

LIB3234- 

BLASTX 

gll9143 

470 

3.0e-47 

92 
98 



016-P1-K1-D1 
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NCBI Description ELONGATION FACTOR 1 -ALP HA (EF-1-ALPHA) 

>gi__81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788__emb_CAA34 453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454__ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


166917 


Seq. ID 


LIB3234-016-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gib 64017 


BLAST score 


549 


E value 


1.0e-56 


Match length 


105 


% identity 


99 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


166918 


Seq. ID 


LIB3234-016-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


221 


E value 


4.0e-18 


Match length 


76 


% identity 


54 


NCBI Description 


(AC006223) putative sugar starvation-induced protein 




[Arabidopsis thaliana] 


Seq. No. 


166919 


Seq. ID 


LIB3234-016-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3402671 


BLAST score 


341 


E value 


0.0e+00 


Match length 


345 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T16B24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166920 


Seq. ID 


LIB3234-016-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


441 


E value 


6.0e-44 


Match length 


98 


% identity 


91 


NCBI Description 


(AC006919) putative f ructose-bisphosphate aldolase, 




cytoplasmic [Arabidopsis thaliana] 



Seq. No. 166921 

Seq. ID LIB3234-016-P1-K1-E11 
Method BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220643 
310 

1.0e-174 

342 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166922 

LIB3234-016-P1-K1-E12 

BLASTN 

g4159712 

334 

0.0e+00 

338 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166923 

LIB3234-016-P1-K1-E5 

BLASTX 

g3395435 

407 

6.0e-40 

98 

89 

(AC004 683) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166924 

LIB3234-016-P1-K1-E7 

BLASTX 

g!66570 

174 

1.0e-12 

31 
100 

(L04173) glycine rich protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166925 

LIB3234-016-P1-K1-E8 

BLASTX 

g2738248 

514 

2.0e-52 

98 
100 

(U97 200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166926 

LIB3234-016-P1-K1-E9 

BLASTX 

g2880051 

233 

2.0e-19 
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Match length 


56 


% identity 


80 


NCBI Description 


(AC002340) putative" protein kinase [Arabidopsis thaliana] 


Seq. No. 


166927 


Seq. ID 


LIB3234-016-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g4589435 




oio 


E value 


1.0e-178 


Match length 


348 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MOE17, complete sequence 


Seq. No. 


166928 


Seq. ID 


LIB3234-016-P1-K1-F10 


Method 


BLASTX 




rtOO A AH A Q 


BLAST score 


609 


E value 


1.0e-63 


Match length 


115 


% identity 


100 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


166929 


Seq. ID 


LIB3234-016-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g633890 


dIjAo i score 


J / u 


E value 


1.0e-35 


Match length 


115 


% identity 


66 


NCBI Description 


(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 




vulgare] 


Seq. No. 


166930 


Seq. ID 


LIB32 34-016-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2618601 


oLiAoi score 




E value 


3.0e-87 


Match length 


343 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MHJ24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


166931 


Seq. ID 


LIB3234-016-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl929056 


DT 7\C ,| "P i—i n ^ v 

rsLiAbi score 


A ~\ H 
41/ 


E value 


4.0e-41 


Match length 


116 


% identity 


73 


NCBI Description 


(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 




[Lycopersicon esculentum] 




22516 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166932 

LIB3234-016-P1-K1-F7 

BLASTN 

g2642152 

264 

1.0e-147 

349 
100 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

166933 

LIB3234-016-P1-K1-F8 

BLASTX 

gl35858 

204 

4.0e-16 

41 
100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi__166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

166934 

LIB3234-016-P1-K1-F9 

BLASTN 

g4589410 

340 

0.0e+00 

344 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

166935 

LIB3234-016-P1-K1-G11 

BLASTN 

g2351069 

235 

1.0e-129 

349 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

166936 

LIB3234-016-P1-K1-G12 

BLASTX 

g4454032 

592 

1.0e-61 
114 
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# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AL035394) 



putative protein [Arabidopsis thaliana] 



166937 

LIB3234-016-P1-K1-G3 

BLAST X 

g3334123 

377 

2.0e-36 

97 

82 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599__ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 

166938 

LIB3234-016-P1-K1-G5 

BLASTX 

g3157930 

548 

2.0e-56 

103 

99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27 664 from 
Brassica napus . ESTs gb_Z48 54 8 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

166939 

LIB3234-016-P1-K1-G6 

BLASTX 

gl363488 

524 

1.0e-53 

103 

99 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364__gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



166940 

LIB3234-016-P1-K1-G7 

BLASTN 

g4589969 

325 

0.0e+00 

346 

98 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 

166941 

LIB3234-016-P1-K1-G8 
BLASTX 
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NCBI GI 


g3915847 




"31 A 


E value 


5,0e-29 


Match length 


71 


% identity 


87 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 




4 OS ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


166942 


Seq. ID 


LIB3234-016-P1-K1-G9 


Method 


BLASTX 




rrl R R (1 1 A Pi 


BLAST score 


461 


E value 


3.0e-46 


Match length 


88 


% identity 


100 


NCBI Description 


(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 


Seq. No. 


166943 


Seq. ID 


LIB3234-016-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g4006885 


nij/io i score 


Z .3Z 


E value 


1.0e-128 


Match length 


346 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 




fragment No 


Seq. No. 


166944 


Seq. ID 


LIB3234-016-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2944446 


bLAoi score 


job 


E value 


1.0e-31 


Match length 


105 


% identity 


57 


NCBI Description 


{AF050756) cysteine endopeptidase precursor [Ricinus 




communis] 


Seq. No. 


166945 


Seq. ID 


LIB3234-016-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2944446 


BLAST score 


z / z 


E value 


4.0e-24 


Match length 


92 


% identity 


52 


NCBI Description 


(AF050756) cysteine endopeptidase precursor [Ricinus 




communis] 


Seq. No. 


166946 


Seq. ID 


LIB3234-016-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


155 


E value 


2.0e-10 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 
70 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

166947 

LIB3234-016-P1-K1-H6 

BLASTX 

g881615 

513 

2.0e-52 

108 

93 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

166948 

LIB3234-016-P1-K1-H7 

BLASTX 

g3122724 

351 

2.0e-33 

69 

100 

60S RIBOSOMAL PROTEIN L38 >gi_228 9009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

166949 

LIB3234-016-P1-K1-H8 

BLASTN 

g3449331 

346 

0.0e+00 

346 

29 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17 , complete sequence [Arabidopsis thaliana] 

166950 

LIB3234-016-P1-K1-H9 

BLASTN 

g4733952 

176 

2.0e-94 

349 

100 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

166951 

LIB3234-017-P1-K1-A1 

BLASTX 

g3935151 

505 

2.0e-51 
101 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
166952 

LIB3234-017-P1-K1-A10 

BLASTX 

gl531758 

275 

2.0e-24 

67 
79 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 
unknown protein [Arabidopsis thaliana] 



(AC003028) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166953 

LIB3234-017-P1-K1-A2 

BLASTN 

g4519193 

162 

6.0e-86 

366 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

166954 

LIB3234-017-P1-K1-A3 

BLASTN 

g4519193 

127 

5.0e-65 

353 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

166955 

LIB3234-017-P1-K1-A4 

BLASTX 

g602076 

493 

5.0e-50 

102 
22 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
166956 

LIB3234-017-P1-K1-A7 

BLASTN 

g3449331 

109 

2.0e-54 

263 
49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166957 

LIB3234-017-P1-K1-A8 

BLASTX 

g4056502 

552 

6.0e-57 

117 

91 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166958 

LIB3234-017-P1-K1-A9 

BLASTX 

gll3595 

416 

6.0e-41 

118 
65 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein 

barley >gi_188 91_emb_CAA4 0747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

166959 

LIB3234-017-P1-K1-B1 

BLASTX 

g2801442 

561 

6.0e-58 

111 

89 

(AF028338) ubiquit in-conjugating enzyme 15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166960 

LIB3234-017-P1-K1-B10 

BLASTX 

g4503755 

163 

3.0e-ll 

97 
45 

flavin containing monooxygenase 1 
>gi_399505_sp_Q0174 0_FMOl_HUMAN DIMETHYLANILINE 
MONOOXYGENASE (N-OXIDE FORMING) 1 (FETAL HEPATIC 
FLAVIN-CONTAINING MONOOXYGENASE 1) (FMO 1) (DIMETHYLANILINE 

OXIDASE 1) >gi_105847_pir A40876 dimethylaniline 

monooxygenase (N-oxide-f orming) (EC 1.14.13.8), hepatic 1 - 
human >gi_182671 (M64082) flavin-containing monooxygenase 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



166961 

LIB3234-017-P1-K1-B11 

BLASTN 

g4757414 

343 

0.0e+00 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 



351 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

166962 

LIB3234-017-P1-K1-B12 

BLAST X 

g3169287 

596 

4 .Oe-62 

117 
100 

(AF050673) vacuolar Hh — ATPase catalytic subunit [Gossypium 
hirsutum] 

166963 

LIB3234-017-P1-K1-B2 

BLASTX 

gl345973 

400 

4.0e-39 

92 
80 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514__ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

166964 

LIB3234-017-P1-K1-B3 

BLASTN 

g4531433 

359 

0.0e+00 

367 

99 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

166965 

LIB3234-017-P1-K1-B4 

BLASTX 

g3075399 

207 

2.0e-16 

83 
49 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
166966 

LIB3234-017-P1-K1-B5 



22523 




Method 


BLASTX 


MPDT (IT 




BLAST score 


200 


E value 


1.0e-15 


Match length 


120 


% identity 


38 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 


Seq. No. 


166967 


Seq. ID 


LIB3234-017-P1-K1-B6 


Method 


BLASTX 


MPDT (IT 
LN ID J. O J_ 


y l jjiDj j 


BLAST score 


351 


E value 


2.0e-33 


Match length 


70 


% identity 


100 


NCBI Description 


(U95973) receptor-kinase isolog [Arabidopsis thaliana] 


Seq. No. 


166968 


Seq. ID 


LIB3234-017-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


614 


E value 


3.0e-64 


Match length 


118 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




tUfiD— loo/ ±ou ) t-unOr) ^gr oiduj pir Aiy^ou cnioropnyii 




a/b-binding protein abl65 - Arabidopsis thaliana 




>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 




protein (LHCP AB 65) [Arabidopsis thaliana] 




>gi_16372_emb CAA27541 (X03908) chlorophyll a/b binding 




protein (LHCP AB 180) [Arabidopsis thaliana] 


Seq. No. 


166969 


Seq. ID 


LIB3234-017-P1-K1-C2 


Method 


BLASTX 




gjyz40^ / 


BLAST score 


335 


E value 


2.0e-31 


Match length 


122 


% identity 


61 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidopsis thaliana] 


Seq. No. 


166970 


Seq. ID 


LIB3234-017-P1-K1-C6 


Method 


BLASTN 




g4 ozoo4 u 


BLAST score 


339 


E value 


0.0e+00 


Match length 


363 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T1J1 


Seq. No. 


166971 


Seq. ID 


LIB3234-017-P1-K1-C9 


Method 


BLASTX 



22524 



© 





£ -i cn on 
gi Dl 0 / o / 


BLAST score 


503 


E value 


4.0e-51 


Match length 


94 


% identity 


100 


NCBI Description 


(U71122) pyruvate decarboxylase 


Seq. No. 


166972 


Seq. ID 


LIB3234-017-P1-K1-D11 


Method 


BLASTN 




g^y^!4zo / 


BLAST score 


35 


E value 


3.0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


166973 


Seq. ID 


LIB3234-017-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g2864607 


bLAb l score 


zlo 


E value 


1.0e-118 


Match length 


299 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromo 




(ESSAII project) 


Seq. No. 


166974 


Seq. ID 


LIB3234-017-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3510337 


BLAST score 


235 


E value 


1.0e-129 


Match length 


353 


% identity 


97 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

166975 

LIB3234-017-P1-K1-D3 

BLASTX 

g2498329 

137 

9.0e-16 

86 

53 

PATTERN FORMATION PROTEIN EMB30 >gi_2 12 9665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 



166976 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-017-P1-K1-D4 

BLASTX 

gl592677 

183 

1.0e-13 

38 

95 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166977 

LIB3234-017-P1-K1-D7 

BLASTX 

gl40551 

284 

2.0e-25 

79 
69 

HYPOTHETICAL 250 KD PROTEIN (ORF 2131) 

>gi__81505_pir S0144 6 hypothetical protein 2131 - spinach 

chloroplast >gi_1224 6_emb_CAA30743__ (X07908) ORF 2131 (AA 
1-2131) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166978 

LIB3234-017-P1-K1-D8 

BLASTX 

g3152562 

408 

5.0e-40 

82 
100 

(AC002986) Similar to proteosome component, micropain 
(multi-catalytic endopeptidase complex) subunit Y7, 
gb_X56731 from S. cerevisiae. EST gb_Z25719 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


166979 


Seq. ID 


LIB3234-017-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2052379 


BLAST score 


614 


E value 


3.0e-64 


Match length 


116 


% identity 


98 


NCBI Description 


(U66343) calreticulin [Arabidop 


Seq. No. 


166980 


Seq. ID 


LIB3234-017-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3024434 


BLAST score 


300 


E value 


2.0e-27 


Match length 


80 


% identity 


79 


NCBI Description 


2 6S PROTEASE REGULATORY SUBUNIT 



HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_25 64 337_db j_BAA22 95 1_ 
(D88663) Tat binding protein 1 [Brassica rapa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166981 

LIB3234-017-P1-K1-E12 

BLASTX 

g2262164 

287 

7.0e-26 

84 

70 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166982 

LIB3234-017-P1-K1-E2 

BLASTN 

g4589414 

282 

1.0e-157 

367 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14B15, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166983 

LIB3234-017-P1-K1-E3 

BLASTN 

g4432793 

248 

1.0e-137 

292 
96 

Arabidopsis thaliana chromosome II BAC T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166984 

LIB3234-017-P1-K1-E4 

BLASTN 

g2656026 

361 

0. 0e+00 

365 

100 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MDF20 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166985 

LIB3234-017-P1-K1-E5 

BLASTX 

g2598461 

183 

1.0e-13 

104 

38 

(Z98048) HIP (HSC7 0- INTERACTING PROTEIN (PROGESTERONE 
RECEPTOR-ASSOCIATED P48 PROTEIN) [Homo sapiens] >gi_4049268 
(U17714) putative tumor suppressor ST13 [Homo sapiens] 



Seq. No. 



166986 



22527 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-017-P1-K1-E6 

BLASTX 

gl35858 

252 

1.0e-21 

51 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 45128j?rf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

166987 

LIB3234-017-P1-K1-E7 

BLASTX 

g2224911 

218 

9.0e-18 

110 

44 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



166988 

LIB3234-017-P1-K1-E8 

BLASTX 

g3367520 

209 

1.0e-16 

110 

41 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

166989 

LIB3234-017-P1-K1-E9 

BLASTX 

g2129767 

643 

1.0e-67 

124 
98 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_18 05364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

166990 

LIB3234-017-P1-K1-F10 

BLASTX 

gl526424 

433 

6.0e-43 
100 



22528 



% identity 


86 


NCBI Description 


(D6414 0) LEA protein in group 3 [Arabidopsis 


Seq. No. 


166991 


Seq. ID 


LIB3234-017-P1-K1-F11 


Method 


BLASTN 






BLAST score 


60 


E value 


4.0e-25 


Match length 


116 


% identity 


88 


NCBI Description 


B.oleracea mRNA for hypothetical protein 


Seq. No. 


166992 


Seq. ID 


LIB3234-017-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g3985955 




?R 5 

U —> 


E value 


1.0e-159 


Match length 


360 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MTH16, complete sequence [Arabidopsis thaliai 


Seq. No. 


166993 


Seq. ID 


LIB3234-017-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2062153 


BLAST score 


257 


E value 


1.0e-142 


Match length 


306 


% identity 


98 



PI clone 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



166994 

LIB3234-017-P1-K1-F3 

BLASTN 

g4467131 

347 

0.0e+00 

363 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20M13 



166995 

LIB3234-017-P1-K1-F4 

BLASTN 

g4582411 

292 

1.0e-163 

359 
99 

Arabidopsis thaliana chromosome 1 BAC T23K8 sequence, 
complete sequence 



22529 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166996 

LIB3234-017-P1-K1-F5 

BLASTX 

gll8927 

145 

4.0e-09 

117 

35 

DE S S I CAT I ON- RE LATE D PROTEIN CLONE PCC3-06 

>gi_320603__pir C45509 desiccation-related protein (clone 

PCC3-06) - Craterostigma plantagineum >gi_167475 (M62989) 
dessication-related protein [Craterostigma plantagineum] 

>gi_22777 9_prf 1710351C abscisic acid responsive protein 

[Craterostigma plantagineum] 



Seq. No. 


166997 


Seq. ID 


LIB3234-017-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g421836 


BLAST score 


370 


E value 


1.0e-35 


Match length 


76 


% identity 


100 


NCBI Description 


G-box-binding factor GF14 - Arabidopsis thaliana >g 




(M96855) GF14 [Arabidopsis thaliana] 


Seq. No. 


166998 


Seq. ID 


LIB3234-017-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3785989 


BLAST score 


312 


E value 


9.0e-29 


Match length 


117 


% identity 


57 


NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 


Seq. No. 


166999 


Seq. ID 


LIB3234-017-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2459406 


BLAST score 


350 


E value 


0.0e+00 


Match length 


354 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4P9 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167000 


Seq. ID 


LIB3234-017-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


387 


E value 


1.0e-37 


Match length 


91 


% identity 


79 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 



22530 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167001 

LIB3234-017-P1-K1-G1 

BLASTN 

gl296310 

63 

7.0e-27 

135 
87 

Arabidopsis thaliana chromosome I cosmid gl7311 DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167002 

LIB3234-017-P1-K1-G12 

BLASTX 

gl531762 

179 

4.0e-13 

48 
73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167003 

LIB3234-017-P1-K1-G2 

BLASTX 

gl009234 

471 

2.0e-47 
114 

80 

(L38829) SUP2 gene product [Nicotiana tabacum] 



Seq. No. 


167004 


Seq. ID 


LIB3234-017-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl531760 


BLAST score 


452 


E value 


3.0e-45 


Match length 


88 


% identity 


100 


NCBI Description 


(X97075) proline oxidase [Arabidopsis thaliana] 


Seq. No. 


167005 


Seq. ID 


LIB3234-017-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll70505 


BLAST score 


494 


E value 


4.0e-50 


Match length 


94 


% identity 


100 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 



>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556___emb_CAA4 618 9_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[ Ar abidops i s thai i ana ] >gi__4 585 96 9_gb__AAD2 5605. 1_AC 005287 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 



22531 



Seq. No. 


167006 


Seq. ID 


LIB3234-017-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g99688 


BLAST score 


594 


Ji Value 


/ . u e dz 


Match length 


114 


% identity 


100 


NCBI Description 


translation elongation factor eEF-1 alpha chain 




Arabidopsis thaliana >gi_2 9578 9_emb_CAA34456_ ( 




elongation factor 1-alpha [Arabidopsis thaliana 


Seq. No. 


167007 


Seq. ID 


LIB3234-017-P1-K1-G8 


Method 


BLASTX 






BLAST score 


274 


E value 


2.0e-24 


Match length 


63 


% identity 


73 


NCBI Description 


(U63550) pectate lyase [Fragaria x ananassa] 


Seq. No. 


167008 


Seq. ID 


LIB3234-017-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4585882 


BLAb 1 score 


4 bo 


E value 


8.0e-47 


Match length 


89 


% identity 


99 


NCBI Description 


(AC005850) PSI type III chlorophyll a/b-binding 




[Arabidopsis thaliana] 


Seq. No. 


167009 


Seq. ID 


LIB3234-017-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4587519 


BLAST score 


548 


E value 


2.0e-56 


Match length 


108 


% identity 


100 



X16432) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 

167010 

LIB3234-017-P1-K1-H12 

BLASTN 

g4512656 

169 

4.0e-90 

364 
90 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



22532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167011 

LIB3234-017-P1-K1-H2 

BLASTX 

g4490330 

609 

1.0e-63 

120 
94 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



167012 

LIB3234-017-P1-K1-H3 

BLASTX 

g4115386 

497 

2.0e-50 

105 

88 

(AC005967) unknown protein [Arabidopsis thaliana] 
167013 

LIB3234-017-P1-K1-H6 

BLASTN 

g3985952 

202 

1.0e-110 

318 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

167014 

LIB3234-017-P1-K1-H7 

BLASTN 

g3241917 

351 

0.0e+00 

355 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

167015 

LIB3234-017-P1-K1-H9 

BLASTN 

g22564 

160 

9.0e-85 

225 
99 

A. thaliana tufA gene for elongation factor Tu 
167016 

LIB3234-018-P1-K1-A1 

BLASTX 

g2924282 



22533 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



406 

9.0e-40 

81 
93 

(Z0004 4) NADH dehydrogenase ND1 subunit [Nicotiana tabacum] 
167017 

LIB3234-018-P1-K1-A10 

BLASTN 

g2281081 

345 

0.0e+00 

357 

99 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167018 

LIB3234-018-P1-K1-A11 

BLASTX 

g881615 

471 

2.0e-47 

106 
90 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1__ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

167019 

LIB3234-018-P1-K1-A8 

BLASTX 

g2160151 

480 

2.0e-48 

113 
85 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

167020 

LIB3234-018-P1-K1-B10 

BLASTN 

g4512656 

37 

2.0e-ll 

268 
85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

167021 

LIB3234-018-P1-K1-B12 

BLASTX 

g2506139 

286 

1.0e-25 



22534 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

80 
75 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

167022 

LIB3234-018-P1-K1-B2 

BLASTX 

g3869088 

537 

4.0e-55 

104 
99 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
167023 

LIB3234-018-P1-K1-B4 

BLASTN 

g4335744 

102 

4.0e-50 

240 

95 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167024 

LIB3234-018-P1-K1-B7 

BLASTX 

gll2682 

573 

2.0e-59 

114 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167025 

LIB3234-018-P1-K1-C1 

BLASTN 

g2645198 

45 

4.0e-16 

162 
83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167026 

LIB3234-018-P1-K1- 

BLASTN 

g3047060 

212 



■C9 



22535 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-116 

359 
47 

Arabidopsis thaliana BAC F7N22 
167027 

LIB3234-018-P1-K1-D1 

BLASTX 

gl628583 

79 

2.0e-55 

117 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167028 

LIB3234-018-P1-K1-D10 

BLASTN 

g3985955 

268 

1.0e-149 

351 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

167029 

LIB3234-018-P1-K1-D3 

BLASTX 

gl531762 

179 

3.0e-13 

48 

73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167030 

LIB3234-018-P1-K1-D5 

BLASTN 

g3292807 

138 

1.0e-71 

303 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

167031 

LIB3234-018-P1-K1-D7 

BLASTN 

g4757414 

187 

1.0e-101 

313 



22536 



% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24 7 complete sequence 



Seq. No. 


167032 


Seq. ID 


LIB3234-018-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3928086 


BLAST score 


379 


E value 


1.0e-36 


Match length 


76 


% identity 


99 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


beq. No. 


lb / Uoo 


Seq. ID 


LIB3234-018-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2281081 


BLAST score 


42 


E value 


2.0e-14 


Match length 


96 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F18019 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167034 


Seq. ID 


LIB3234-018-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


47 


E value 


3.0e-17 


Match length 


166 


% identity 


58 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F10A12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


lo /U Jo 


Seq. ID 


LIB3234-018-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3449331 


BLAST score 


271 


E value 


1.0e-151 


Match length 


343 


% identity 


49 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clc 




MNC17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167036 


Seq. ID 


LIB3234-018-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3834307 


BLAST score 


632 


E value 


3.0e-66 


Match length 


118 


% identity 


100 



NCBI Description (AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 



22537 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

167037 

LIB3234-018-P1-K1-E8 

BLASTX 

gl490554 

181 

2.0e-13 

91 
47 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167038 

LIB3234-018-P1-K1-F10 

BLASTX 

g2887500 

192 

1.0e-14 

39 
85 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 

167039 

LIB3234-018-P1-K1-F4 

BLASTN 

g4206788 

178 

1.0e-95 

182 
99 

Arabidopsis thaliana syntaxin-related protein At-SYRl 
(At-Syrl) mRNA, complete cds 

167040 

LIB3234-018-P1-K1-F6 

BLASTX 

g543815 

470 

3.0e-47 

92 
95 

FLORAL HOMEOTIC PROTEIN APETALA3 >gi_282855_pir A42095 

homeotic protein AP3 - Arabidopsis thaliana >gi__166608 
(M86357) APETELA3 [Arabidopsis thaliana] 

167041 

LIB3234-018-P1-K1-F7 

BLASTX 

g2501812 

475 

7.0e-48 

118 

81 

(U91509) glycolate oxidase [Arabidopsis thaliana] 



22538 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167042 

LIB3234-018-P1-K1-G1 

BLASTN 

gl030693 

71 

8.0e-32 

123 
87 

Arabidopsis thaliana mRNA for fatty acid desaturase in 
endoplasmic reticulum, complete cds 

167043 

LIB3234-018-P1-K1-G2 

BLASTX 

gl31336 

339 

6.0e-32 

73 
93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN 
photosystem II phosphoprotein psbH 
chloroplast >gi_11857_emb_CAA77374_ 
phosphoprotein [Nicotiana tabacum] 

>gi_225225j>rf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



167044 

LIB323 4-018 -P1-K1-G3 

BLASTN 

g3046855 

323 

0.0e+00 

359 

98 

Arabidopsis thaliana genomic DNA 7 chromosome 3, 
MSL1, complete sequence [Arabidopsis thaliana] 

167045 

LIB3234-018-P1-K1-G7 

BLASTN 

g3172156 

99 

2.0e-48 

183 



>gi_72715_pir F2NT0P 

common tobacco 
(Z00044) PSII lOkD 



PI clone: 



Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 

167046 

LIB3234-018-P1-K1-G8 

BLASTX 

gl41631 

63 

3.0e-26 

87 
71 



22539 



NCBI Description 



ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_82218_pir A05196 hypothetical protein 512 - 

common tobacco chloroplast >gi_11842_emb_CAA77362_ (Z00044) 
acetyl-CoA carboxylase beta subunit [Nicotiana tabacum] 
>gi_225210_prf 1211235AQ ORF 512 [Nicotiana tabacum] 





Seq. No* 


167047 




Seq. ID 


LIB3234-018-P1-K1-H1 




Method 


BLASTN 




NCBI GI 


g3269280 




BLAST score 


342 




E value 


0. 0e+00 




Match length 


354 




% identity 


99 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 






(ESSAII project) 




Seq. No. 


167048 




Seq. ID 


LIB3234-018-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


gjyyui J 




BLAST score 


411 


■tLj 


E value 


2.0e-40 




Match length 


79 




% identity 


100 




NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 






(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 






>gi 99658 pir S21313 ADP,ATP carrier protein - Arabidops 






thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 






adenylate translocator [Arabidopsis thaliana] 






>gi_445607 prf 1909354A adenylate translocator 






[Arabidopsis thaliana] 




Seq. No. 


167049 


M= 


Seq. ID 


LIB3234-018-P1-K1-H6 


ri 


Method 


BLASTX 


p. 


NCBI GI 


g3135270 




BLAST score 


400 




E value 


4.0e-39 




Match length 


80 




% identity 


100 




NCBI Description 


(ACIjUJudo) putative protein kinase [Arabidopsis thaliana] 




Seq. No. 


167050 




Seq. ID 


LIB3234-018-P1-K1-H8 




Method 


BLASTN 




NCBI GI 


g3273742 




BLAST score 


184 




E value 


3.0e-99 




Match length 


269 




% identity 


96 




NCBI Description 


Arabidopsis thaliana lipid transfer protein 2 precursor 






(LTP2) gene, complete cds 




Seq. No. 


167051 




Seq. ID 


LIB3234-019-P1-K1-A1 




Method 


BLASTX 



22540 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
477 

4 .0e-48 
114 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605^pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


167052 


Seq. ID 


LIB3234-019-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g!6450 


BLAST score 


33 


E value 


7.0e-10 


Match length 


62 


% identity 


85 


NCBI Description 


A. thaliana rab!8 gene 


Seq. No. 


167053 


Seq. ID 


LIB3234-019-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl6450 


BLAST score 


78 


E value 


3.0e-36 


Match length 


138 


% identity 


92 


NCBI Description 


A. thaliana rabl8 gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167054 

LIB3234-019-P1-K1-A9 

BLASTN 

g4159703 

37 

1.0e-ll 

129 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167055 

LIB3234-019-P1-K1-B11 

BLASTX 

g21911 

196 

4.0e-15 

79 
46 

(X62625) vicilin [Theobroma cacao] 



Seq. No. 167056 

Seq. ID LIB3234-019-P1-K1-B2 

Method BLASTN 

NCBI GI g4757414 

BLAST score 326 



22541 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0. 0e+00 

362 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

167057 

LIB3234-019-P1-K1-B5 

BLASTN 

g3449313 

285 

1.0e-159 

317 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 

167058 

LIB3234-019-P1-K1-B9 

BLASTX 

gl31336 

335 

2.0e-31 

73 

92 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 15_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA7737 4_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

167059 

LIB3234-019-P1-K1-C10 

BLASTN 

g4589445 

85 

5.0e-40 

225 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

167060 

LIB3234-019-P1-K1-C11 

BLASTX 

gl345973 

418 

3.0e-41 

92 
84 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514 (D26508) 



22542 



microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



i 1MKJ ■ 


-L V 1 U U ± 


Seq. ID 


LIB3234-019-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g3449331 


BLAST score 


370 


E value 


0.0e+00 


Match length 


382 


% identity 


25 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MNC17, complete sequence [Arabidop 


OC^. IN D • 


±Kj / UDi 


Seq. ID 


LIB3234-019-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2924728 


BLAST score 


378 


E value 


0. Oe+00 


Match length 


378 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MXH1, complete sequence [Arabidops 


Seq. No. 


167063 


Seq. ID 


LIB3234-019-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


539 


E value 


2.0e-55 


Match length 


102 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 alpha 


o e q . in o . 


1 6T 0 6/1 
Id / U t>4 


Seq. ID 


LIB3234-019-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2351069 


BLAST score 


314 


E value 


1.0e-176 


Match length 


378 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MSH12 , complete sequence [Arabidop 


Seq. No. 


167065 


Seq. ID 


LIB3234-019-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


509 


E value 


8.0e-52 


Match length 


101 


% identity 


99 



PI clone 



PI clone 



NCBI Description 



(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



22543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167066 

LIB3234-019-P1-K1-D1 

BLASTN 

g2358139 

122 

4.0e-62 

277 
87 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167067 

LIB3234-019-P1-K1-D2 

BLASTX 

gl617274 

289 

5.0e-26 

78 
74 

(Z72152) AMP-binding protein [Brassica napus] 
167068 

LIB3234-019-P1-K1-D4 

BLASTX 

g464707 

533 

1.0e-54 

105 
100 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_J34 9 0 6_emb_CAA8 2 2 7 5_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

167069 

LIB3234-019-P1-K1-D5 

BLASTN 

g3150396 

349 

0.0e+00 

381 
98 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22544 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167070 

LIB3234-019-P1-K1-E1 

BLASTX 

gll4591 

358 

2.0e-34 

75 
99 

ATP SYNTHASE EPSILON CHAIN >gi_81663__pir S01903 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain 
Arabidopsis thaliana chloroplast >gi_11334_emb_CAA31381_ 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167071 

LIB3234-019-P1-K1-E11 

BLASTX 

g3738338 

214 

3.0e-17 

75 
59 

(AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167072 

LIB3234-019-P1-K1-E12 

BLASTN 

g2182289 

314 

1.0e-176 

373 
98 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167073 

LIB3234-019-P1-K1-F1 

BLASTX 

g4432856 

198 

4.0e-19 

87 
60 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 
167074 

LIB3234-019-P1-K1-F10 

BLASTX 

gl350634 

419 

2.0e-41 

93 
89 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L23 

>gi_12213_emb_CAA4 6567_ (X65 615) ribosomal protein L23 
[Sinapis alba] 



22545 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167075 

LIB3234-019-P1-K1-F2 

BLASTN 

g3702315 

250 

1.0e-138 

382 

98 

Arabidopsis thai iana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167076 

LIB3234-019-P1-K1-F8 

BLASTX 

gll3595 

413 

1.0e-40 

123 

63 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein - 

barley >gi_188 91_emb_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

167077 

LIB3234-019-P1-K1-F9 

BLASTN 

g3702729 

365 

0.0e+00 

365 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A11, complete sequence [Arabidopsis thaliana] 

167078 

LIB3234-019-P1-K1-G10 

BLASTN 

g2924733 

371 

0.0e+00 

375 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



167079 

LIB3234 

BLASTX 

gl34597 

401 

3.0e-39 

93 
80 

OMEGA- 3 
>gi_541 



-019-P1-K1-G12 



FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
882_pir JQ2335 omega-3 fatty acid desaturase (EC 



22546 




1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 


167080 


Seq. ID 


LIB3234-019-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl885356 


BLAST score 


302 


E value 


1.0e-27 


Match length 


104 


% identity 


54 


NCBI Description 


(U59323) type 1 RNA 


Seq. No. 


167081 


Seq. ID 


LIB3234-019-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2864607 


BLAST score 


363 


E value 


0.0e+00 


Match length 


367 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



RNA helicase pNORFl [Homo sapiens] 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167082 

LIB3234-019-P1-K1-G8 

BLASTN 

g2264314 

264 

1.0e-147 

360 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167083 

LIB3234-019-P1-K1-G9 

BLASTN 

g2642152 

368 

0.0e+00 

376 

99 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167084 

LIB3234-019-P1-K1-H1 

BLASTN 

g2477521 

105 

6.0e-52 



22547 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 
97 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167085 

LIB3234-019-P1-K1-H12 

BLASTX 

gl33960 

205 

3.0e-16 

49 
86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_7087 6_pir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb__CAA77354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 



Seq. No. 


167086 


Seq. ID 


LIB3234-019-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g!12682 


BLAST score 


676 * 


E value 


2.0e-71 


Match length 


127 


% identity 


100 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi__81605 pir S08510 




cruciferin precursor (CRB) - Arabidopsis thaliana 




>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 




thaliana] >gi_8 08 937_emb_CAA324 94_ (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


167087 


Seq. ID 


LIB3234-019-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g563624 


BLAST score 


72 


E value 


3.0e-32 


Match length 


99 


% identity 


95 


NCBI Description 


S. tuberosum (PU141) mRNA for U14 small nucleolar RNA 


Seq. No. 


167088 


Seq. ID 


LIB3234-019-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll70503 


BLAST score 


438 


E value 


2.0e-43 


Match length 


84 


% identity 


100 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 




>gi_322503_pir JC1452 translation initiation factor 




eIF-4Al - Arabidopsis thaliana >gi 16554 emb CAA46188 




(X65052) eukaryotic translation initiation factor 4A-1 




[Arabidopsis thaliana] 



22548 




Seq. No. 


167089 


Seq. ID 


LIB3234-019-P1-K1-H8 


Method 


BLASTX 


JNUbl bl 


g4 0 0 04 O 


BLAST score 


487 


E value 


3.0e-49 


Match length 


116 


% identity 


82 


NCBI Description 


(AL035539) putative pollen allergen [Arabidopsis thaliana 


Seq. No. 


167090 


Seq. ID 


LIB3234-020-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4096078 


IDT ACT n 

rSLtAbi score 


1 1 o 
11 J 


E value 


7.0e-57 


Match length 


222 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T5A14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167091 


Seq. ID 


LIB3234-020-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g40?6078 


BLAST score 


140 


E value 


9.0e-76 


Match length 


348 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T5A14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167092 


Seq. ID 


LIB3234-020-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


o a \z 


E value 


1.0e-33 


Match length 


132 


% identity 


41 


NCBI Description 


(AL035440) putative DNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


167093 


Seq. ID 


LIB3234-020-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4049401 


BLAST score 


587 


E value 


5.0e-61 


Match length 


121 


% identity 


94 


NCBI Description 


(AJ131580) glutathione transferase AtGST 10 [Arabidopsis 




thaliana] 


Seq. No. 


167094 


Seq. ID 


LIB3234-020-P1-K1-A6 


Method 


BLASTN 



22549 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BAC clone T6K21 



g2894591 
298 

1.0e-167 

374 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

167095 

LIB3234-020-P1-K1-A7 

BLASTX 

g4204263 

321 

9.0e-30 

102 

65 

(AC005223) 40409 [Arabidopsis thaliana] 



167096 

LIB3234-020-P1-K1-A8 

BLASTN 

g4756963 

314 

1.0e-176 

358 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

167097 

LIB3234-020-P1-K1-A9 

BLASTN 

g4756963 

147 

5.0e-77 

315 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

167098 

LIB3234-020-P1-K1-B4 

BLASTX 

g543712 

634 

2.0e-66 

122 
97 

l-AMINOCYCLOPROPANE-2-CARBOXYLATE SYNTHASE 2 (ACC SYNTHASE 
2) (S-ADENOSYL-L-METHIONINE METHYLTHIOADENOSINE-LYASE 2) 

>gi_4 76924_pir A47199 1-aminocyclopropane-l-carboxylate 

synthase (EC 4.4.1.14) - Arabidopsis thaliana 
>gi_1614 8_emb_CAA782 60_ (212614) 1-aminocyclopropane 
1-carboxylate synthase [Arabidopsis thaliana] >gi_166580 
(M95595) 1-aminocyclopropane-l-carboxylate synthase 
[Arabidopsis thaliana] >gi_2505881_emb_CAA73310_ (Y12776) 
ACC-synthase [Arabidopsis thaliana] 



22550 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167099 

LIB3234-020-P1-K1-B5 

BLASTN 

g3420042 

163 

1.0e-86 

351 

98 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167100 

LIB3234-020-P1-K1-B7 

BLASTX 

g4678358 

176 

9.0e-52 

127 

85 

(AL049659) cytochrome p450 like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167101 

LIB3234-020-P1-K1-C1 

BLASTX 

g3121825 

161 

9.0e-17 

107 

51 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

167102 

LIB3234-020-P1-K1-C10 

BLASTX 

g3808062 

143 

6.0e-09 

61 

44 

(AB019195) PV100 [Cucurbita maxima] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167103 

LIB3234-020-P1-K1-C11 

BLASTX 

g2832707 

213 

1.0e-17 

45 

96 

(AL021713) translation initiation factor eIE-2 gamma 
chain-like protein [Arabidopsis thaliana] 



Seq. No. 



167104 



22551 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-020-P1-K1-C4 

BLASTX 

gll69598 

346 

1.0e-32 

77 

84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

167105 

LIB3234-020-P1-K1-C5 

BLASTX 

g3335169 

581 

3.0e-60 

112 

98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197__emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167106 

LIB3234-020-P1-K1-C6 

BLAST N 

g2760166 

304 

1.0e-171 

312 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK20, complete sequence [Arabidopsis thaliana] 



PI clone: 



167107 

LIB3234-020-P1-K1-C7 

BLASTN 

g4159712 

218 

1.0e-119 

380 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

167108 

LIB3234-020-P1-K1-D1 

BLASTX 

gl346760 

337 

1.0e-31 

68 

96 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 6 
>gi_829255_emb_CAA86339_ (Z46253) protein phosphatase type 
1 [Arabidopsis thaliana] >gi_3153203 (U80921) 
serine/threonine protein phosphatase type one [Arabidopsis 



22552 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167109 

LIB3234-020-P1-K1-D11 

BLASTX 

g4204299 

72 

6.0e-31 

104 
70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167110 

LIB3234-020-P1-K1-D12 

BLASTN 

g4580745 

104 

2.0e-51 

381 
96 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167111 

LIB3234-020-P1-K1-D2 

BLASTX 

g631291 

393 

3.0e-38 

89 
91 

MAP kinase-activated protein kinase 2 - human 
>gi_407075_emb_CAA53094_ (X75346) MAP kinase activated 
protein kinase-2 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167112 

LIB3234-020-P1-K1-D4 

BLASTN 

g3859590 

135 

8.0e-70 

319 
96 

Arabidopsis thaliana BAC T15B16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167113 

LIB3234-020-P1-K1-D8 

BLASTX 

g2961542 

412 

2.0e-40 

94 

84 

(AF0504 63) zinc finger transcription factor [Arabidopsis 
thaliana] 



22553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167114 

LIB3234-020-P1-K1-D9 

BLASTX 

g4455223 

323 

5.0e-30 

124 
37 

(AL03544 0) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167115 

LIB3234-020-P1-K1-E1 

BLASTX 

gll2681 

575 

1.0e-59 

125 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167116 

LIB3234-020-P1-K1-E10 

BLASTX 

g2961542 

513 

3.0e-52 

93 

100 

(AF050463) zinc finger transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167117 

LIB3234-020-P1-K1-E3 

BLASTX 

g627537 

425 

6.0e-42 

91 

90 

mitogen activated protein kinase activated protein kinase 
(EC 2.7.1.-) 2 - human >gi_530090 (U12779) MAP kinase 
activated protein kinase 2 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167118 

LIB3234-02 0-P1-K1-E5 

BLASTX 

g3413718 

603 

7.0e-63 
117 

98 

(AC004747) alpha-vacuolar processing enzyme [Arabidopsis 



22554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



thaliana] >gi_3643591 (AC005395) alpha-vacuolar processing 
enzyme [Arabidopsis thaliana] 

167119 

LIB3234-02 0-P1-K1-E7 

BLASTX 

gll4654 

282 

3.0e-25 

81 

78 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi__11812_emb_CAA7 734 3__ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272jprf 1211235G ATPase III [Nicotiana tabacum] 

167120 

LIB3234-020-P1-K1-F1 

BLASTX 

g3834322 

378 

2.0e-36 

91 

78 

(AC005679) EST gb_R30300 comes from this gene. [Arabidopsis 
thaliana] 

167121 

LIB3234-020-P1-K1-F12 

BLASTN 

g3859840 

356 

0.0e+00 

376 

79 

Plastid transformation vector pGS31A 16S ribosomal RNA 
gene, partial sequence; aminoglycoside 3 1 -adenyltransf erase 
(aadA) gene, complete cds 

167122 

LIB3234-020-P1-K1-F2 

BLASTX 

g494550 

255 

2.0e-22 

80 

66 

Homo sapiens >gi_4 94551_pdb_lRHG_B Homo sapiens 
>gi_4 94552__pdb_lRHG_C Homo sapiens 

167123 

LIB3234-020-P1-K1-F6 
BLASTX 



22555 



# 



NCBI GI 


gl769905 


r5j_iH.o i score 


oD 0 


E value 


7.0e-34 


Match length 


110 


% identity 


66 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex (01 




[Arabidopsis thaliana] 


Seq. No. 


167124 


Seq. ID 


LIB3234-020-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2194125 


n5Ljt\o i score 




E value 


4.0e-19 


Match length 


59 


% identity 


80 


NCBI Description 


(AC002062) ESTs gb_R30459, gb_N384 41 come from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


167125 


Seq. ID 


LIB3234-020-P1-K1-F8 


Method 


BLASTX 


MfDT PT 

INUrSl bl 


OJ 4t DO 4 OZo 


BLAST score 


332 


E value 


3.0e-31 


Match length 


78 


% identity 


83 


NCBI Description 


(AL04 9607) putative protein [Arabidopsis thaliana] 


Seq. No. 


167126 


Seq. ID 


LIB3234-020-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g4584519 


dij/io i score 




E value 


8.0e-69 


Match length 


237 


% identity 


89 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F11C18 




(ESSA project) 


Seq. No. 


167127 


Seq. ID 


LIB3234-020-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4454447 


.D-Lif-io i score 




E value 


2.0e-42 


Match length 


269 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F5H14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167128 


Seq. ID 


LIB3234-020-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


gl2218 


BLAST score 


211 


E value 


1.0e-115 



22556 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



321 
92 

Sinapis alba chloroplast trnG gene for transfer RNA-Gly 
167129 

LIB3234-020-P1-K1-G3 

BLASTN 

g4455290 

32 

8.0e-09 

60 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18A5 
(ESSAII project) 

167130 

LIB3234-020-P1-K1-G4 

BLASTX 

g4584528 

482 

1.0e-48 

104 

91 

(AL049607) putative protein [Arabidopsis thaliana] 
167131 

LIB3234-020-P1-K1-G6 

BLASTX 

g4204298 

524 

1.0e-53 

121 

83 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167132 

LIB3234-020-P1-K1-G7 

BLASTX 

g541546 

499 

1.0e-50 

128 
18 

ubiquitin precursor - Volvox carter! 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 

167133 

LIB3234-020-P1-K1-H4 

BLASTN 

g4455290 

255 

1.0e-141 

347 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18A5 



22557 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
167134 

LIB3234-020-P1-K1-H6 

BLASTN 

g3702733 

333 

0.0e+00 

373 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJP23, complete sequence [Arabidopsis thaliana] 

167135 

LIB3234-020-P1-K1-H9 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167136 

LIB3234-021-P1-K1-A1 

BLASTX 

g!592677 

193 

9.0e-15 

38 
100 

(X91912) LEA7 6 homologue type2 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167137 

LIB3234-021-P1-K1-A8 

BLASTX 

g4115386 

513 

2.0e-52 
114 

83 

(AC005967) unknown protein [Arabidopsis thaliana] 
167138 

LIB3234-021-P1-K1-A9 

BLASTX 

gl531762 

162 

4.0e-ll 

39 
82 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



167139 

LIB3234-021-P1-K1-B1 



22558 



Method 


BLASTX 


NCBI GI 


gl490554 


"DT ACT 1 tr* rt 

dJjAoi score 


4 J O 


E value 


2.0e-43 


Match length 


107 


% identity 


86 


NCBI Description 


(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 




thaliana] 


Seq. No. 


167140 


Seq. ID 


LIB3234-021-P1-K1-B10 


Method 


BLASTX 


Di ^ D ± O -L 


CJ^± U U 0 0 J / 


BLAST score 


468 


E value 


4.0e-47 


Match length 


115 


% identity 


78 


NCBI Description 


(Z99708) globulin-like protein [Arabidopsis thaliana] 


Seq. No. 


167141 


Seq. ID 


LIB3234-021-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g585382 


BLAST score 


578 


E value 


6.0e-60 


Match length 


1 1 Q 


% identity 


93 


NCBI Description 


40S RIB0S0MAL PROTEIN SA (P40) (LAMININ RECEPTOR H0M0L0G 




>gi 322536 pir S30570 laminin receptor homolog - 




Arabidopsis thaliana >gi_16380_emb__CAA487 94_ (X69056) 




laminin receptor homologue [Arabidopsis thaliana] 


Seq. No. 


167142 


Seq. ID 


LIB3234-021-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2129767 


BLAST score 


659 


E value 


z . ue o y 


Match length 


123 


% identity 


100 


NCBI Description 


vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 




precursor - Arabidopsis thaliana >gi 1805364 dbj BAA0961 




(D61394) beta-VPE [Arabidopsis thaliana] 


Seq. No. 


167143 


Seq. ID 


LIB3234-021-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2738248 


bLAbi score 


o o o 
ZoZ 


E value 


2.0e-25 


Match length 


65 


% identity 


83 


NCBI Description 


(U97200) cobalamin-independent methionine synthase 




[Arabidopsis thaliana] 


Seq. No. 


167144 


Seq. ID 


LIB3234-021-P1-K1-C11 



22559 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4678347 

211 

6.0e-17 

71 
52 

(AL04 9659) putative protein [Arabidopsis thaliana] 
167145 

LIB3234-021-P1-K1-C2 

BLASTX 

gl490554 

424 

7.0e-42 

103 

85 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167146 

LIB3234-021-P1-K1-C3 

BLASTX 

gl36739 

380 

1.0e-36 

122 
63 

UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



167147 

LIB32 34-02 1-P1-K1-C6 

BLASTN 

g3702739 

336 

0.0e+00 

340 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



167148 

LIB3234-021-P1-K1-D10 

BLASTN 

g3108208 

285 

1.0e-159 

350 
95 

Arabidopsis thaliana eukaryotic cap-binding protein (eIF4E) 
mRNA, complete cds 

167149 

LIB3234-021-P1-K1-D12 



22560 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3341679 

142 

2.0e-12 

63 
70 

(AC003672) 



dynamin-like protein phragmoplastin 12 



[Arabidopsis thaliana] 
167150 

LIB3234-021-P1-K1-D2 

BLASTX 

g4704766 

367 

3.0e-35 

102 

43 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 

167151 

LIB3234-021-P1-K1-D7 

BLASTX 

g464775 

357 

5.0e-34 

89 

74 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S39492 

superoxide dismutase - Para rubber tree >gi__348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 

167152 

LIB3234-021-P1-K1-D8 

BLASTX 

g2244749 

481 

1.0e-48 

104 

88 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
167153 

LIB3234-021-P1-K1-E10 

BLASTN 

g3298532 

281 

1.0e-157 

317 

97 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167154 

LIB3234-021-P1-K1-E11 

BLASTX 

gl66765 



22561 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



416 

6.0e-41 

81 

98 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 
167155 

LIB3234-021-P1-K1-E12 

BLASTN 

g2244991 

224 

1.0e-123 

310 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167156 

LIB3234-021-P1-K1-E3 

BLASTX 

g4388728 

260 

1.0e-22 

62 
87 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



167157 

LIB3234-021-P1-K1-E4 

BLASTN 

g2244991 

148 

1.0e-77 

240 
90 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167158 

LIB3234-021-P1-K1-F3 

BLASTX 

g2160158 

508 

1.0e-51 

100 
100 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EF!G_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

167159 

LIB3234-021-P1-K1-F5 

BLASTN 

gl946354 

86 

7.0e-41 



22562 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 
88 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



167160 

LIB3234-021-P1-K1-F6 

BLASTN 

g4580745 

236 

1.0e-130 

336 
94 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



167161 

LIB3234-021-P1-K1-G1 

BLASTX 

g4704766 

289 

3.0e-34 

99 
38 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 

167162 

LIB3234-021-P1-K1-G12 

BLASTN 

g4159703 

181 

2.0e-97 

201 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

167163 

LIB3234-021-P1-K1-G8 

BLASTX 

g2662343 

110 

2.0e-10 

76 
67 

(D63581) EF-1 alpha [Oryza sativa] 
167164 

LIB3234-021-P1-K1-H12 

BLASTN 

g527636 

43 

2.0e-15 

75 

89 

Arabidopsis thaliana clone HAT7 homeobox protein mRNA, 



22563 



complete cds 





Seq. No. 


167165 




Seq. ID 


LIB3234-021-P1-K1-H4 




Tv>7 -J- V*\ 

jyie tnoa 


DT 7\ GT TYF 




NCBI GI 


g4159712 




BLAST score 


197 




E value 


1.0e-107 




Match length 


351 




% identity 


92 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI c 






MWI23, complete sequence 




Seq. No. 


167166 




Seq. ID 


LIB3234-021-P1-K1-H6 




Method 


■QT 7\ C TV 




NCBI GI 


g2129659 




BLAST score 


276 




E value 


1.0e-24 




Match length 


92 




% identity 


62 


i j 


NCBI Description 


oleosin, isoform 21K - Arabidopsis thaliana >gi_7252 


yj 




(L40954) oleosin [Arabidopsis thaliana] 


CP 


Seq. No. 


167167 


03 


Seq. ID 


LIB3234-021-P1-K1-H7 




Method 


BLAblA 




NCBI GI 


g633890 




BLAST score 


253 




E value 


7.0e-22 


y 5 


Match length 


78 




% identity 


65 




NCBI Description 


(S72926) glucose and ribitol dehydrogenase homolog [ 


=:::=? 




vulgare] 




Seq. No. 


167168 




beq. id 






Method 


BLASTX 




NCBI GI 


gl946369 




BLAST score 


241 




E value 


8.0e-29 




Match length 


98 




% identity 


72 




NCBI Description 


(U93215) unknown protein [Arabidopsis thaliana] 




Seq. No. 


167169 




Seq. ID 


LIB3234-021-P1-K1-H9 










NCBI GI 


g4757392 




BLAST score 


271 




E value 


1.0e-151 




Match length 


302 




% identity 


98 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, TAC < 






K14A17, complete sequence 




Seq. No. 


167170 



[Hordeum 



clone : 



22564 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-022-P1-K1-A3 

BLASTX 

g3219938 

179 

4.0e-13 

107 
37 

HYPOTHETICAL 34.9 KD PROTEIN C57A10.11C IN CHROMOSOME I 
>gi_2058378_emb_CAB08174_ (Z94864) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167171 

LIB3234-022-P1-K1-A5 

BLASTX 

g267073 

618 

1.0e-64 

118 
97 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320 18 4_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi__166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

167172 

LIB3234-022-P1-K1-A6 

BLASTX 

gll5767 

629 

7.0e-66 

123 
97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

167173 

LIB3234-022-P1-K1-A7 

BLASTX 

gll8926 

208 

2.0e-18 

102 

51 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 
Seq. ID 



167174 

LIB3234-022-P1-K1-A9 



22565 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl708025 

395 

1.0e-38 

97 
81 

GLYCEROL- 3- PHOSPHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA5 6125_ {XI 9611) glycerol-3-phosphate 
dehydrogenase (NAD+) [Cuphea lanceolata] 

167175 

LIB3234-022-P1-K1-B10 

BLASTX 

g4587680 

416 

7.0e-41 

107 
71 

(AC007197) putative cytochrome p450 [Arabidopsis thaliana 
167176 

LIB3234-022-P1-K1-B11 

BLASTX 

gll2682 

551 * 

1.0e-56 

131 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167177 

LIB3234-022-P1-K1-B2 

BLASTX 

g544285 

202 

8.0e-16 

43 
86 

FIBRILLARIN >gi_42205 6_pir S33690 fibrillarin - fission 

yeast (Schizosaccharomyces pombe) >gi_2967 04_emb_CAA4 9550 
(X69930) fibrillarin [Schizosaccharomyces pombe] 
>gi_3687500_emb__CAA21168_ (AL031788) fibrillarin 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167178 

LIB3234-022-P1-K1-B3 

BLASTX 

g629500 

485 

5.0e-49 

105 

92 

1-aminocyclopropane-l-carboxylate synthase 



(EC 4.4.1.14) 



22566 



Arabidopsis thaliana >gi_166578 (M95594) 
1-aminocyclopropane-l-carboxylate synthase [Arabidopsis 
thaliana] 



Seq. No. 


167179 


Seq. ID 


LIB3234-022-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


gl2216 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


115 


% identity 


88 


NCBI Description 


Sinapis alba chloropl 


Seq. No. 


167180 


Seq. ID 


LIB3234-022-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll70373 


BLAST score 


628 


E value 


1.0e-65 


Match length 


138 


% identity 


91 


NCBI Description 


HEAT SHOCK COGNATE 70 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_3974 82_emb_CAA52 684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

167181 

LIB3234-022-P1-K1-B7 

BLASTX 

g2605714 

520 

4 ,0e-53 

122 
84 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167182 

LIB3234-022-P1-K1-B9 

BLASTX 

g267073 

578 

7.0e-60 

106 
99 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184__pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

167183 

LIB3234-022-P1-K1-C11 

BLASTN 

g4589434 

362 

0.0e+00 



22567 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 

167184 

LIB3234-022-P1-K1-C3 

BLASTN 

g2088638 

38 

1.0e-12 

42 
98 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167185 

LIB3234-022-P1-K1-C4 

BLASTN 

g2182289 

278 

1.0e-155 

278 
100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167186 

LIB3234-022-P1-K1-D10 

BLASTX 

gl592677 

250 

9.0e-22 

65 

83 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167187 

LIB3234-022-P1-K1-D2 

BLASTX 

g2275211 

664 

6.0e-70 

134 
99 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 
167188 

LIB3234-022-P1-K1-D3 

BLASTX 

gl707364 

248 

4.0e-21 

106 
39 

(X94 626) AATP2 [Arabidopsis thaliana] 



22568 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167189 

LIB3234-022-P1-K1-D9 

BLASTX 

gl592677 

214 

3.0e-17 

113 
43 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167190 

LIB3234-022-P1-K1-E2 

BLASTN 

g3869064 

55 

5.0e-22 

163 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1013, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167191 

LIB3234-022 

BLASTX 

g2129659 

328 

1.0e-30 

104 

62 

oleosin, 
(L40954) 



■P1-K1-E8 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167192 

LIB3234-022-P1-K1-E9 

BLASTN 

g4589435 

118 

8.0e-60 

222 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOE17, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167193 

LIB3234-022-P1-K1-F10 

BLASTX 

g21911 

155 

3.0e-10 

64 

45 

(X62 625) vicilin [Theobroma cacao] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



167194 

LIB3234-022-P1-K1-F11 

BLASTX 

gl619602 



22569 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

4.0e-37 

96 

75 

(Y08726) MtN3 [Medicago truncatula] 
167195 

LIB3234-022-P1-K1-F5 

BLASTN 

g4512656 

64 

1.0e-27 

184 

87 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

167196 

LIB3234-022-P1-K1-F6 

BLASTX 

gl33788 

476 

7.0e-48 

100 

89 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S14 >gi_70987_pir R3NT14 

ribosomal protein S14 - common tobacco chloroplast 
>gi_11828_emb_CAA7 7350_ (Z00044) ribosomal protein S14 

[Nicotiana tabacum] >gi_225196_prf 1211235AA ribosomal 

protein S14 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167197 

LIB3234-022-P1-K1-F7 

BLASTX 

g2129570 

277 

6.0e-25 

71 
82 

DAD-1 homolog - Arabidopsis thaliana 
>gi_1184193_emb_CAA64837_ (X95585) DAD-1 homologue 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167198 

LIB3234-022-P1-K1-G1 

BLASTN 

g2262155 

86 

1.0e-40 

240 

91 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



167199 

LIB3234- 

BLASTN 



■022-P1-K1-G10 



22570 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3522932 
323 

0.0e+00 

407 

98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167200 

LIB3234-022-P1-K1-G3 

BLASTX 

g2062163 

95 

3.0e-03 

132 
16 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167201 

LIB3234-022-P1-K1-G7 

BLASTN 

g4220644 

38 

4.0e-12 

106 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 

167202 

LIB3234-022-P1-K1-G9 

BLASTN 

g4220638 

58 

4.0e-24 

162 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167203 

LIB3234-022-P1-K1-H1 

BLASTN 

g4760411 

305 

1.0e-171 

333 
98 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

167204 

LIB3234-022-P1-K1-H5 

BLASTX 

gll2682 

449 



22571 



E value 
Match length 
% identity 
NCBI Description 



6.0e-45 

91 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eirib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


167205 


Seq. ID 


LIB3234-022-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl865682 


BLAST score 


81 


E value 


/ . ue-jo 


Match length 


148 


% identity 


89 


NCBI Description 


A. thaliana 16 kb chromosome 1 DNA fragment 


Seq. No. 


167206 


Seq. ID 


LIB3234-022-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g2618604 


BLAST score 


259 


E value 


1 . 0e-144 


Match length 


263 


% identity 


65 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI c 




MTG13, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167207 


Seq. ID 


LIB3234-025-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3746809 


BLAST score 


309 


E value 


9.0e-29 


Match length 


65 


% identity 


92 


NCBI Description 


(AF082882) adenylate kinase [Arabidopsis thaliana] 


Seq. No. 


167208 


Seq. ID 


LIB3234-025-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2262097 


BLAST score 


40 


E value 


4.0e-13 


Match length 


152 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromosome IV BAC T19F6 genomic 




sequence, complete sequence 



Seq. No. 167209 

Seq. ID LIB3234-025-P1-K1-A2 

Method BLASTN 

NCBI GI g4510392 

BLAST score 40 

E value 1.0e-13 



22572 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
91 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

167210 

LIB3234-025-P1-K1-A4 

BLASTX 

g4468813 

268 

1.0e-23 

111 
49 

(AL035601) putative protein [Arabidopsis thaliana] 
167211 

LIB3234-025-P1-K1-A6 

BLASTN 

g4165340 

37 

2.0e-ll 

53 

92 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167212 

LIB3234-025-P1-K1-A9 

BLASTX 

g2522534 

154 

2.0e-13 

113 
45 

(AF027302) TNF-alpha stimulated ABC protein [Homo sapiens] 
167213 

LIB3234-025-P1-K1-B11 

BLASTX 

g2342674 

370 

1.0e-35 

104 
76 

(AC000106) Similar to ATP-dependent Clp protease 
(gb_D90915) . EST gb_N65461 comes from this gene. 
[Arabidopsis thaliana] 

167214 

LIB3234-025-P1-K1-B2 

BLASTX 

g3880026 

141 

1.0e-08 

72 

36 

(Z75550) Similarity with Schizosaccharomyces hypothetical 



22573 



© 



gene (TREMBL ID G847708); cDNA EST EMBL:M89418 comes from 
this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167215 

LIB3234-025-P1-K1-B4 

BLASTX 

g3874214 

310 

2.0e-28 

122 
53 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
(SW:YED1_YEAST) ; cDNA EST EMBL:D27574 comes from this gene 
cDNA EST EMBL:D33757 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167216 

LIB3234-025-P1-K1-B6 

BLASTN 

g2584827 

272 

1.0e-151 

336 
96 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167217 

LIB3234-025-P1-K1-B7 

BLASTX 

gl255448 

638 

6.0e-67 

130 

96 

(D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167218 

LIB3234-025-P1-K1-B8 

BLASTN 

g4199934 

224 

1.0e-123 

364 
90 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



167219 

LIB3234-025-P1-K1-B9 

BLASTN 

g4589438 

251 

1.0e-139 
386 



22574 



© 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ2, complete sequence 

167220 

LIB3234-025-P1-K1-C10 

BLASTN 

g3241920 

193 

1.0e-104 

221 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAE1, complete sequence [Arabidopsis thaliana] 



167221 

LIB3234-025-P1-K1-C12 

BLASTN 

g4757401 

286 

1.0e-160 

341 
96 

Arabidopsis thaliana genomic DNA, 
MGH6, complete sequence 



chromosome 3, PI clone 



167222 

LIB3234-025-P1-K1-C6 

BLASTN 

g3510247 

152 

3.0e-80 

172 

97 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167223 


Seq. ID 


LIB3234-025-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4115362 


BLAST score 


211 


E value 


3.0e-39 


Match length 


116 


% identity 


69 


NCBI Description 


(AC005957) hypothetical protein [Arabidop 


Seq. No. 


167224 


Seq. ID 


LIB3234-025-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl20675 


BLAST score 


480 


E value 


2.0e-48 


Match length 


110 


% identity 


83 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



>gi_66011__pir_ 



CYTOSOLIC 
DEIS3C glyceraldehyde-3-phosphate 



22575 



dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 





>gi 21143 emb CAA27844 (X04301) GAPDH (aa 1-338) [Sinapis 




alba] 


Seq. No. 


167225 


Seq. ID 


LIB3234-025-P1-K1-D10 


Method 


"D T 7\ C TAT 


NCBI GI 


gl050427 


BLAST score 


344 


E value 


0. Oe+00 


Match length 


348 


% identity 


100 


NCBI Description 


A.thaliana mRNA for an exon from SNAP25A protein 


Seq. No. 


167226 


Seq. ID 


LIB3234-025-P1-K1-D11 


Method 


BLASTX 


NLbi bl 


g4 4 y u / oz 


BLAST score 


482 


E value 


1.0e-48 


Match length 


114 


% identity 


82 


NCBI Description 


(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 




protein [Arabidopsis thaliana] 


Seq. No. 


167227 


Seq. ID 


LIB3234-025-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll68410 


BLAST score 


414 


E value 


1 . 0e-40 


Match length 


118 


% identity 


71 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 




>gi 2118267 pir S58167 f ructose-bisphosphate aldolase (EC 




4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 




f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 


Seq. No. 


167228 


Seq. ID 


LIB3234-025-P1-K1-D2 


Method 


BLASTN 


NCBI CdI 


g4olzbob 


BLAST score 


138 


E value 


1.0e-71 


Match length 


281 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D19 genomic 




sequence, complete sequence 


Seq. No. 


167229 


Seq. ID 


LIB3234-025-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g2196463 


BLAST score 


287 


E value 


1.0e-160 


Match length 


323 


% identity 


97 



22576 



NCBI Description Arabidopsis thaliana chloroplast trnC, rpoB & rpoCl genes 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167230 

LIB3234-025-P1-K1-D4 

BLASTX 

g2129641 

552 

7.0e-57 

101 
100 

major latex protein type 
>gi_ 1107493 emb CAA63026 



1 - Arabidopsis thaliana 
(X91960) major latex protein 



typel [Arabidopsis thaliana] 
167231 

LIB3234-025-P1-K1-D5 

BLASTX 

g2342727 

410 

3.0e-40 

106 

75 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
167232 

LIB3234-025-P1-K1-D7 

BLASTN 

g4159712 

170 

1.0e-90 

282 
91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

167233 

LIB3234-025-P1-K1-D9 

BLASTX 

gl592677 

220 

6.0e-18 

103 
48 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167234 

LIB3234-025-P1-K1-E1 

BLASTN 

g4159712 

146 

2.0e-76 

202 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 



167235 



22577 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-025-P1-K1-E10 

BLASTX 

g4056500 

217 

1.0e-17 

43 
100 

(AC005896) 
thaliana] 



putative acetyltransferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167236 

LIB3234-025-P1-K1-E11 

BLASTX 

gl345973 

274 

2.0e-24 

81 

65 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167237 

LIB3234-025-P1-K1-E12 

BLASTN 

g2623294 

169 

4.0e-90 

257 
92 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167238 

LIB3234-025-P1-K1-E3 

BLASTX 

g2494131 

591 

2.0e-61 

121 

98 

(AC002376) Strong similarity to Lycopersicon aldehyde 
oxidase (gb_U82559) . [Arabidopsis thaliana] 

167239 

LIB3234-025-P1-K1-E4 

BLASTX 

g4263704 

267 

2.0e-23 

91 



22578 



% identity 

NCBI Description 



55 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 


167240 


Seq. ID 


LIB3234-025-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl6171 


BLAST score 


33 


E value 


6.0e-09 


Match length 


381 


% identity 


36 


NCBI Description 


Arabodopsis thaliana tandemly repeated sequence AR3 


Seq. No. 


1 C H O A 1 

1 0 / Z. 4 1 


Seq. ID 


LIB3234-025-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g2351071 


BLAST score 


147 


E value 


5.0e-77 


Match length 


368 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MVA3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167242 


Seq. ID 


LIB3 234-02 b-Pl-Kl-Fl 


Method 


BLASTX 


NCBI GI 


g2129641 


BLAST score 


338 


E value 


5.0e-45 


Match length 


90 


% identity 


99 


NCBI Description 


major latex protein type 1 - Arabidopsis thaliana 




>gi_1107493_emb_CAA63026_ (X91960) major latex prot 




typel [Arabidopsis thaliana] 


Seq. No. 


167243 


Seq. ID 


LIB3234-025-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl362026 


BLAST score 


501 


E value 


7.0e-51 


Match length 


97 


% identity 


98 


NCBI Description 


probable serine/threonine-specif ic protein kinase ( 



clone : 



2.7.1.-) BSK1 - rape >gi_289372 (L12393) serine/threonine 
protein kinase [Brassica napus] >gi 1097353 prf 2113401A 
protein kinase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167244 

LIB3234-025-P1-K1-F11 

BLASTN 

g!2216 

84 

2.0e-39 
295 



22579 



% identity 93 

NCBI Description Sinapis alba chloroplast rps!6 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167245 

LIB3234-025-P1-K1-F12 

BLASTN 

g4159708 

49 

1.0e-18 

156 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 

167246 

LIB3234-025-P1-K1-F2 

BLASTX 

g902584 

478 

3.0e-48 

99 
14 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

167247 

LIB3234-025-P1-K1-F3 

BLASTX 

g3252816 

345 

1.0e-32 

107 
66 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_381058 9 (AC005398) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167248 

LIB3234-025-P1-K1-F6 

BLASTX 

g3318617 

362 

1.0e-34 

80 
86 

(AB016066) 
thaliana] 



mitochondrial phosphate transporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167249 

LIB3234-025-P1-K1-F8 

BLASTN 

g2618604 

167 

6.0e-89 

182 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 



PI clone: 



22580 



MTG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167250 


beq. id 




Method 


BLASTX 


NCBI GI 


g2244772 


BLAST score 


578 


E value 


6.0e-60 


Match length 


104 


% identity 


99 


NCBI Description 


(Z97335) transport protein [Arabidopsis thaliana 


Seq. No. 


167251 


oeq. ijj 


LIdjZ j4 UZO rl i\l bill 


Method 


BLASTX 


NCBI GI 


g4006934 


BLAST score 


546 


E value 


4.0e-56 


Match length 


109 


% identity 


95 


NCBI Description 


(AJ012571) glutathione transferase [Arabidopsis 


Seq. No. 


167252 


Seq. ID 


LIB3234-025-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g4757395 


BLAST score 


235 


E value 


1.0e-129 


Match length 


310 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K21L13, complete sequence 


Seq. No. 


167253 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-025-P1-K1-G2 

BLASTN 

g4662637 

95 

6.0e-46 

222 
89 

Arabidopsis thaliana chromosome II BAC T25M19 genomic 
sequence, complete sequence 

167254 

LIB3234-025-P1-K1-G5 

BLASTX 

gl66570 

165 

1.0e-ll 

31 
97 

(L04173) glycine rich protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167255 

LIB3234-025-P1-K1-G7 
BLASTN 



22581 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2735774 
39 

8.0e-13 

115 

83 

Corallocarpus bainesii 18S ribosomal RNA gene, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167256 

LIB3234-025-P1-K1-G8 

BLAST N 

g3063438 

333 

0.0e+00 

369 

98 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167257 

LIB3234-025-P1-K1-H1 

BLASTN 

g4262221 

39 

1.0e-12 

63 
90 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167258 

LIB3234-025-P1-K1-H10 

BLASTX 

g2262113 

437 

2.0e-43 

129 

68 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167259 

LIB3234-025-P1-K1-H11 

BLASTN 

g3449331 

47 

2.0e-17 
154 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167260 

LIB3234-025-P1-K1-H2 

BLASTX 

g2160158 

309 

2 .Oe-28 



22582 



® 



Match length 


62 


% identity 


98 


NCBI Description 


(AC000132) Similar to elongation factor 1-gamma 




(gb_EFlG_XENLA) . ESTs gb_T20564 , gb__T45940, gb_T04527 come 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


167261 


Seq. ID 


LIB3234-025-P1-K1-H3 


Method 


BLASTX 


IN \^ ID ± Ol 




BLAST score 


207 


E value 


2.0e-16 


Match length 


106 


% identity 


41 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus 


Seq. No. 


167262 


Seq. ID 


LIB3234-025-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl35535 


BLAST score 


350 


E value 


2.0e-33 


Match length 


91 


% identity 


76 


7\T Q T /~\ t"i -y* -i -y-\ -i /— \ -r^ 

lnuo± uescnpLion 






(CCT-ALPHA) >gi 322602 pir JN0448 t-complex polypeptide 




Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 




(D11351) t-complex polypeptide 1 homologue [Arabidopsis 




thaliana] >gi_2326265_db j__BAA21772_ (D11352) CCT 




alpha/TCP-1 [Arabidopsis thaliana] 


Seq. No. 


167263 


Seq. ID 


LIB3234-026-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl419090 


jdj_i/\o i score 


Z 1 u 


E value 


6.0e-17 


Match length 


93 


% identity 


47 


NCBI Description 


(X94 968) 37kDa chloroplast inner envelope membrane 




polypeptide precursor [Nicotiana tabacum] 


Seq. No. 


167264 


Seq. ID 


LIB3234-02 6-Q1-K1-A10 


Method 


BLASTX 




go 4± ±o4/ 


BLAST score 


539 


E value 


2.0e-55 


Match length 


103 


% identity 


97 


NCBI Description 


alcohol dehydrogenase (EC 1.1.1.1) - Arabidopsis thaliana 


Seq, No. 


167265 


Seq. ID 


LIB3234-02 6-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl429213 


BLAST score 


603 



22583 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-63 

118 

99 

(X98773) peroxidase ATP4a [Arabidopsis thaliana] 
167266 

LIB32 34-02 6-Q1-K1-A12 

BLASTX 

gl36739 

308 

3.0e-28 

97 

64 

UTP— GLUCOSE-1-PHOSPHATE UR I DYLYL TRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67 0 61_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167267 

LIB3234-026-Q1-K1-A2 

BLASTN 

g3510341 

319 

1.0e-179 

363 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC16, complete sequence [Arabidopsis thaliana] 

167268 

LIB3234-02 6-Q1-K1-A8 

BLASTN 

g4587582 

53 

4.0e-21 

188 
85 

Arabidopsis thaliana chromosome II BAC T16B14 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167269 

LIB3234-026-Q1-K1-B10 

BLASTN 

g4519190 

232 

1.0e-128 

345 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K6A12, complete sequence 



TAC clone 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



167270 

LIB3234-02 6-Q1-K1-B3 

BLASTN 

g2980787 

106 



22584 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-52 

268 

91 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

167271 

LIB3234-026-Q1-K1-B6 

BLASTN 

g3738275 

237 

1.0e-130 

348 
91 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167272 

LIB3234-02 6-Q1-K1-C1 

BLASTN 

g4567290 

54 

2.0e-21 

102 

64 

Arabidopsis thaliana chromosome II BAC F18P14 genomic 
sequence, complete sequence 

167273 

LIB3234-026-Q1-K1-C11 

BLASTX 

gll70839 

567 

1.0e-58 

120 

93 

LOW-TEMPERATURE- INDUCED 65 KD PROTEIN 

>gi_419758_jpir S30153 low-temperature-induced protein 65 - 

Arabidopsis thaliana >gi_16388_emb_CAA47902_ (X67670) lti65 
[Arabidopsis thaliana] 

167274 

LIB3234-026-Q1-K1-C3 

BLASTX 

g418473 

385 

3.0e-37 

119 

60 

GTP-BINDING PROTEIN TYPA/BIPA (TYROSINE PHOSPHORYLATED 

PROTEIN A) >gi_628735_pir S40816 hypothetical protein o591 

- Escherichia coli >gi_304976 (L19201) matches PS00017: 
ATP_GTP_A and PS00301; EFACTOR__GTP; similar to elongation 
factor G, TetM/TetO tetracycline-resistance proteins 
[Escherichia coli] >gi_1790302 (AE000462) putative 
GTP-binding factor [Escherichia coli] 



22585 




Seq. No. 


167275 


Seq. ID 


LIB3234-026-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2584827 


oLiAo i. score 


O £ £ 


E value 


1.0e-148 


Match length 


336 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


167276 


Seq, ID 


LIB32 34-02 6-Q1-K1-C8 


Method 


BLASTX 




g4oo4ozo 


BLAST score 


418 


E value 


3.0e-41 


Match length 


120 


% identity 


72 


NCBI Description 


(AL04 9607) putative protein [Arabidopsis thaliana] 


Seq. No. 


167277 


Seq. ID 


LIB3234-026-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl6450 


BLAST score 


50 


E value 


4.0e-19 


Match length 


204 


% identity 


89 


NCBI Description 


A. thaliana rab!8 gene 


Seq. No. 


167278 


Seq. ID 


LIB3234-026-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4o /o2CJ5 


BLAST score 


99 


E value 


4.0e-43 


Match length 


116 


% identity 


81 


NCBI Description 


(AC007134) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


167279 


Seq. ID 


LIB3234-026-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g511598 


hsLiAbi score 


O Q 

o y 


E value 


2.0e-42 


Match length 


263 


% identity 


86 


NCBI Description 


Arabidopsis thaliana cell wall protein (APTR-1) gene, 




complete cds 


Seq. No. 


167280 


Seq. ID 


LIB3234-02 6-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


306 



22586 



® 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-172 

362 
89 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167281 

LIB3234-026-Q1-K1-D12 

BLASTX 

g462147 

99 

2.0e-53 

120 
93 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_5418 66_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose- 6-phosphate 
isomerase [Arabidopsis thaliana] 



Seq. No. 


167282 


Seq. ID 


LIB3234-026-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


483 


E value 


8.0e-49 


Match length 


108 


% identity 


88 


NCBI Description 


catalase (EC 1.11.1.6) 3 - . 


Seq. No. 


167283 


Seq. ID 


LIB32 34-02 6-Q1-K1-D3 


Method 


BLAST N 


NCBI GI 


g4220468 


BLAST score 


185 


E value 


1.0e-99 


Match length 


339 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromo 



- Arabidopsis thaliana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



sequence, complete sequence [Arabidopsis thaliana] 
167284 

LIB3234-026-Q1-K1-D4 

BLASTX 

g2435522 

178 

4.0e-13 

77 

44 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

167285 

LIB32 34-02 6-Q1-K1-D7 

BLAST N 

g4757417 



22587 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

9.0e-13 

94 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167286 

LIB3234-02 6-Q1-K1-E1 

BLASTX 

gl33750 

477 

4 ,0e-48 

95 
97 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_320170_pir A26574 ribosomal protein S12 

chloroplast >giJL1572_emb_CAA28661_ (X05013) 
max] 



- soybean 
rpsl2 [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167287 

LIB3234-026-Q1-K1-E10 

BLASTN 

g2264306 

34 

1.0e-09 

159 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167288 

LIB3234-026-Q1-K1-E12 

BLASTN 

g4159708 

150 

5.0e-79 

182 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MKP6, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167289 

LIB3234-02 6-Q1-K1-E2 

BLASTN 

g4220640 

108 

1.0e-53 

308 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPE11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167290 

LIB3234-02 6-Q1-K1-E4 

BLASTX 

g3193222 



22588 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

3.0e-12 

65 

72 

(AF068687) malate dehydrogenase [Glycine max] 
167291 

LIB3234-026-Q1-K1-E6 

BLASTX 

g4138179 

452 

4.0e-45 

92 

93 

(AJ223969) 
domestica] 



elongation factor 1 alpha subunit [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167292 

LIB3234-026-Q1-K1-E8 

BLASTX 

gl!9350 

276 

1.0e-24 

72 
78 

ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 

(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_8 1 608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi__16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919__13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

167293 

LIB3234-02 6-Q1-K1-F10 

BLASTN 

g2275194 

242 

1.0e-134 

307 
98 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167294 

LIB3234-026-Q1-K1-F3 

BLASTN 

g4159705 

73 

5.0e-33 

244 

83 

Arabidopsis thaliana genomic 
MGD8, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 



167295 



22589 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-026-Q1-K1-F6 

BLASTX 

g3327204 

271 

5.0e-24 

106 

57 

(AB014595) 



KIAA0695 protein [Homo sapiens] 



167296 

LIB3234-026-Q1-K1-F7 

BLASTN 

gl800278 

55 

3.0e-22 

184 

86 

Arabidopsis thaliana putative Cys3His zinc finger protein 
(ATCTH) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



167297 

LIB3234-026-Q1-K1-G11 

BLASTN 

g4096078 

86 

9.0e-41 

224 
84 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167298 

LIB3234-02 6-Q1-K1-G6 

BLASTX 

gll70149 

200 

1.0e-15 

104 

64 

HEAT SHOCK PROTEIN 101 >gi__537446 (U13949) AtHSPlOl 
[Arabidopsis thaliana] 

167299 

LIB3234-026-Q1-K1-H10 

BLASTN 

g4757395 

183 

2.0e-98 

369 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L13, complete sequence 

167300 

LIB3234-026-Q1-K1-H11 

BLASTX 

g4510349 



22590 



BLAST score 


fl A 

167 


E value 


1 . Oe-11 


Match length 


74 


% identity 


62 


NCBI Description 


(AC006921) putative bZIP transcription factor 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167301 

LIB3234-026-Q1-K1-H12 

BLASTX 

gl345973 

567 

1.0e-58 

109 
98 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167302 

LIB3234-02 6-Q1-K1-H2 

BLAST N 

g3386593 

133 

1.0e-68 

326 

87 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167303 

LIB3234-026-Q1-K1-H7 

BLASTX 

g4371279 

136 

1.0e-08 

46 
61 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167304 

LIB3234-030-P1-K1-A1 

BLASTN 

g2262097 

190 

1.0e-102 

357 
89 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



22591 



Seq. No. 


167305 


Seq. ID 


LIB3234-030-P1-K1-A10 


Method 


BLASTX 




rrA Af)6181 


BLAST score 


525 


E value 


1.0e-53 


Match length 


103 


% identity 


99 


NCBI Description 


(AC006532) NADH dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


167306 


Seq. ID 


LIB3234-030-P1-K1-A11 


Method 


BLASTX 


1NL/DJ- bl 


n9 QA 1 fl £0 


BLAST score 


477 


E value 


4.0e-48 


Match length 


102 


% identity 


81 


NCBI Description 


(AC002521) putative membrane protein [Arabidopsis thai 


Seq. No. 


167307 


Seq. ID 


LIB3234-030-P1-K1-A12 


Method 


BLASTX 


JNLbl KjL 


g jz o 1 o oo 


BLAST score 


645 


E value 


8.0e-68 


Match length 


124 


% identity 


98 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


167308 


Seq. ID 


LIB3234-030-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gll4532 


BLAST score 


561 


E value 


6.0e-58 


Match length 


125 


% identity 


90 


NCBI Description 


ATP SYNTHASE ALPHA CHAIN >gi 67824 pir PWNTA 



H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_117 6 9_emb_CAA2 3 4 7 1_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA77341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167309 

LIB3234-030-P1-K1-A9 

BLASTX 

gl31164 

163 

3.0e-ll 

48 

67 

PHOTOSYSTEM I IRON-SULFUR CENTER (PHOTOSYSTEM I SUBUNIT 

VII) (9 KD POLYPEPTIDE) (PSI-C) >gi__65727_pir FERZA 

photosystem I iron-sulfur protein psaC - rice chloroplast 



22592 



# 



>gi_65728_pir FEWT1 photosystem I iron-sulfur protein psaC 

- wheat chloroplast >gi_12051_emb_CAA33 954_ (X15901) PSI 
9kDa protein [Oryza sativa] >gi_12350_emb_CAA31555_ 
(X13158) photosystem I 8 kDa subunit [Triticum aestivum] 
>gi_167038 (L06607) photosystem I subunit C [Hordeum 
vulgare] >gi_4150 873_emb_CAA09816_ (AJ011848) PSI 9 kDa 

protein [Hordeum vulgare] >gi_226558_prf 1601522B 

photosystem I 8kD protein [Triticum aestivum] 

>gi_226671_prf 1603356CY photosystem I 9kD protein [Oryza 

sativa] 



Seq. No. 


167310 




Seq. ID 


LIB3234-030-P1-K1-B1 




Method 


BLASTX 




NCBI GI 


g2781345 




BLAST score 


507 




E value 


2 .Oe-51 




Match length 


133 




% identity 


75 




NCBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 




Seq. No. 


167311 




Seq. ID 


LIB3234-030-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g2213607 




BLAST score 


273 




E value 


4 . Oe-24 




Match length 


108 




% identity 


60 




NCBI Description 


(AC000103) F21J9.1 [Arabidopsis thaliana] 




Seq. No. 


167312 




Seq. ID 


LIB3234-030-P1-K1-B4 




Method 


BLASTX 




NCBI GI 


gl628583 




BLAST score 


102 




E value 


1.0e-28 




Match length 


92 




% identity 


80 




NCBI Description 


(U66916) 12S cruciferin seed storage protein 


[Arabidopsis 




thaliana] >gi_28424 95_emb_CAA16892_ (AL02174< 


3) 12S 




cruciferin seed storage protein [Arabidopsis 


thaliana] 


Seq. No. 


167313 




Seq. ID 


LIB3234-030-P1-K1-B6 




Method 


BLASTN 




NCBI GI 


g4415905 




BLAST score 


60 




E value 


4.0e-25 




Match length 


290 




% identity 


79 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F13K3 


genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167314 




Seq. ID 


LIB3234-030-P1-K1-C12 




Method 


BLASTX 





22593 



9 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82232 
530 

3.0e-54 

125 

83 

rpoC protein homolog 



common tobacco chloroplast 



167315 

LIB3234-030-P1-K1-C2 

BLASTN 

g4757401 

174 

4.0e-93 

218 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGH6, complete sequence 



167316 

LIB3234-030-P1-K1-C3 

BLASTN 

g4220635 

52 

3.0e-20 

254 
81 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167317 

LIB3234-030-P1-K1-C5 

BLASTX 

gll2682 

72 

5.0e-57 

125 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



167318 

LIB3234-030-P1-K1-C9 

BLASTN 

g3985958 

151 

1.0e-79 

203 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 



PI clone 



167319 

LIB3234-030-P1-K1-D3 
BLASTX 



22594 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3043536 
175 

1.0e-12 

79 
53 

(AB000708; 



SAUR [Raphanus sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167320 

LIB3234-030-P1-K1-D5 

BLASTX 

g4104058 

238 

5.0e-20 

89 

51 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 



167321 

LIB3234- 

BLASTN 



■030-P1-K1-D7 



NCBI GI 


g2342717 


BLAST score 


95 


E value 


6.0e-46 


Match length 


350 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T14G11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167322 


Seq. ID 


LIB3234-030-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


617 


E value 


2.0e-64 


Match length 


126 


% identity 


96 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167323 


Seq. ID 


LIB3234-030-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


49 


E value 


2.0e-18 


Match length 


182 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167324 


Seq. ID 


LIB3234-030-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll69598 


BLAST score 


378 


E value 


2.0e-36 


Match length 


83 



22595 



ifr 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

167325 

LIB3234-030-P1-K1-E9 

BLASTX 

gll2682 

349 

3.0e-33 

81 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167326 

LIB3234-030-P1-K1-F12 

BLASTN 

g4589437 

257 

1.0e-142 

378 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 

167327 

LIB3234-030-P1-K1-F3 

BLASTX 

g3738332 

619 

1.0e-64 

125 

96 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

167328 

LIB3234-030-P1-K1-G10 

BLASTN 

g3282170 

99 

2.0e-48 

215 
87 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 

167329 

LIB3234-030-P1-K1-G2 

BLASTN 

g3510347 

140 



22596 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-73 

292 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

167330 

LIB3234-030-P1-K1-H11 

BLASTX 

g2662343 

517 

8.0e-53 

104 

95 

(D63581) EF-1 alpha [Oryza sativa] 
167331 

LIB3234-030-P1-K1-H4 

BLASTN 

g2656031 

281 

1.0e-157 

354 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167332 

LIB3234-033-P1-K1-A10 

BLASTX 

g4262250 

373 

6.0e-36 

74 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
167333 

LIB3234-033-P1-K1-A2 

BLASTX 

gl881585 

201 

9.0e-16 

104 

48 

(U72489) remorin [Solanum tuberosum] 
167334 

LIB3234-033-P1-K1-A5 

BLASTN 

g3869068 

200 

1.0e-108 

321 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDC16, complete sequence [Arabidopsis thaliana] 



22597 



Seq. No. 


167335 


Seq. ID 


LIB3234-033 


Method. 




NCBI GI 


g3047074 


BLAST score 


81 


E value 


6.0e-38 


Match length 


167 


% identity 


91 


NCBI Description 


Arabidopsis 


Seq. No. 


167336 


Seq. ID 


LIB3234-033 


Method 


DT 7\ CrpV 

riLiAo 1 A 


NCBI GI 


g4539459 


BLAST score 


177 


E value 


6.0e-13 


Match length 


47 


% identity 


60 


NCBI Description 


(AL049500) 


Seq. No. 


167337 


Seq. ID 


LIB3234-033 


Method 


BLASTN 




goo J 1 4 -4 O 


BLAST score 


230 


E value 


1.0e-126 


Match length 


351 


% identity 


95 


NCBI Description 


Arabidopsis 




sequence, c 


Seq. No. 


167338 


Seq. ID 


LIB3234-033 


Method 




NCBI GI 


g2252828 


BLAST score 


489 


E value 


2.0e-49 


Match length 


106 


% identity 


91 


NCBI Description 


(AF013293) 


Seq. No. 


167339 


Seq. ID 


LIB3234-033 


Method 


BLASTX 


IN CD J. bl 




BLAST score 


472 


E value 


9.0e-48 


Match length 


93 


% identity 


95 


NCBI Description 


(AC003027) 




[Arabidopsi 


Seq. No. 


167340 


Seq. ID 


LIB3234-033 


Method 


BLASTX 


NCBI GI 


g4185505 



-D10 



-P1-K1-D5 



No definition line found [Arabidopsis thaliana] 



-P1-K1-D9 



lcl_prt_seq No definition line found 



22598 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



365 

6.0e-35 

105 

70 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167341 

LIB3234-033-P1-K1-E6 

BLASTN 

g510237 

43 

2.0e-15 

152 
80 

Arabadopsis thaliana Landsberg NT1 mRNA 
167342 

LIB3234-033-P1-K1-E9 

BLASTN 

g4455262 

48 

1.0e-18 

76 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F17L22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167343 

LIB3234-033-P1-K1-F10 

BLASTN 

g3193282 

63 

7.0e-27 

195 

84 

Arabidopsis thaliana BAC T14P8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167344 

LIB3234-033-P1-K1-F4 

BLASTN 

g3785968 

75 

4.0e-34 

147 

97 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167345 

LIB3234-033-P1-K1-F5 

BLASTN 

g3335331 

181 

1.0e-97 

193 
98 



22599 



NCBI Description Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167346 

LIB3234-033-P1-K1-F9 

BLASTX 

gll07501 

440 

8.0e-44 

102 

87 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

167347 

LIB3234-033-P1-K1-G10 

BLASTN 

g4559319 

258 

1.0e-143 

303 
96 

Arabidopsis thaliana chromosome II BAC F14N22 genomic 
sequence, complete sequence 

167348 

LIB3234-033-P1-K1-G12 

BLASTX 

gl345973 

328 

2.0e-37 

96 

83 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167349 

LIB3234-033-P1-K1-G4 

BLASTN 

g4159712 

60 

4.0e-25 

132 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 



167350 



22600 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-033-P1-K1-H1 

BLASTX 

g3243274 

161 

1.0e-ll 

53 
64 

(AF072134) TCP3 [Arabidopsis thaliana] 
167351 

LIB3234-033-P1-K1-H12 

BLAST N 

g4199934 

265 

1.0e-147 

354 
91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167352 

LIB3234-033-P1-K1-H3 

BLASTX 

g2894574 

224 

9.0e-19 
51 

86 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167353 

LIB3234-033-P1-K1-H5 

BLAST N 

g3046853 

205 

l.Oe-111 

269 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167354 

LIB3234-037-P1-K1-A10 

BLASTN 

g4519195 

356 

0.0e+00 

363 

100 

Arabidopsis thaliana genomic 
MQC12, complete sequence 

167355 

LIB3234-037-P1-K1-A11 
BLASTX 



DNA, chromosome 3, PI clone 



22601 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419760 
574 

2.0e-59 
121 

52 

P-glycoprotein atpgpl - Arafoidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167356 

LIB3234-037-P1-K1-A12 

BLASTX 

g2708741 

629 

6.0e-66 

124 

99 

(AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



167357 

LIB3234-037-P1-K1-A4 

BLASTX 

g!33750 

209 

9.0e-17 

78 
60 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_32Q170_pir A26574 ribosomal protein S12 - soybean 

chloroplast >gi_115 7 2_emb_CAA2 8 66 1_ (X05013) rpsl2 [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167358 

LIB3234-037-P1-K1-A5 

BLASTX 

g2315140 

374 

5.0e-36 

76 

93 

(AB006187) S-adenosylmethionine synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167359 

LIB3234-037-P1-K1-A7 

BLASTX 

g2832674 

210 

5.0e-17 

80 
64 

(AL021712) fibrillin precursor-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



167360 

LIB3234-037-P1-K1-B1 
BLASTN 



22602 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



g4159712 
60 

3.0e-25 

172 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

167361 

LIB3234-037-P1-K1-B2 

BLASTX 

gl666171 

295 

1.0e-29 

91 
69 

(Y09105) unknown [Nicotiana plumbaginif olia] 
167362 

LIB3234-037-P1-K1-B3 

BLASTN 

g4191771 

119 

3.0e-60 

292 

88 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167363 

LIB3234-037-P1-K1-B5 

BLASTN 

g2961335 

33 

3.0e-09 

41 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
(ESSAII project) 

167364 

LIB3234-037-P1-K1-B6 

BLASTN 

g2244950 

137 

4.0e-71 

291 

87 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

167365 

LIB3234-037-P1-K1-B8 

BLASTN 

g3549651 

63 

7.0e-27 



22603 



Match length 

%- identity 

NCBI Description 



177 
88 

Arabidopsis thaliana 




MAP3K epsilon gene 



Seq. No. 


167366 


Seq. ID 


LIB3234-037-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4376233 


BLAST score 


327 


E value 


2.0e-30 


Match length 


65 


% identity 


94 


NCBI Description 


(X00798) L2 protein [Nicotiana debneyi] 


Seq. No. 


167367 


Seq. ID 


LIB3234-037-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


623 


E value 


4.0e-65 


Match length 


132 


% identity 


64 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167368 


Seq. ID 


LIB3234-037-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl546694 


BLAST score 


250 


E value 


2.0e-21 


Match length 


57 


% identity 


88 


NCBI Description 


(X98806) peroxidase ATP20a [Arabidopsis thaliana] 


*J * LNU • 


J_ \J 1 *J \J z> 


Seq. ID 


LIB3234-037-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4582468 


BLAST score 


434 


E value 


5.0e-43 


Match length 


95 


% identity 


94 


NCBI Description 


(AC007071) putative 40S ribosomal protein; contains 




C-terminal domain [Arabidopsis thaliana] 


Seq. No. 


167370 


Seq. ID 


LIB3234-037-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g4559375 


BLAST score 


133 


E value 


1.0e-68 


Match length 


265 


% identity 


98 



NCBI Description Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence, complete sequence 



Seq. No. 



167371 



22604 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



LIB3234-037-P1-K1-D1 

BLASTX 

gl619602 

338 

9.0e-32 

77 

83 

(Y08726) 



MtN3 [Medicago truncatula] 



167372 

LIB3234-037-P1-K1-D10 

BLASTN 

g3241927 

341 

0.0e+00 

365 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17, complete sequence [Arabidopsis thaliana] 



PI clone 



167373 

LIB3234-037-P1-K1-D2 

BLASTN 

g2570223 

40 

3.0e-13 

86 

86 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

167374 

LIB3234-037-P1-K1-D7 

BLASTN 

g4580745 

136 

2.0e-70 

283 

89 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

167375 

LIB3234-037-P1-K1-D8 

BLASTN 

g4589410 

37 

2.0e-ll 

119 



Arabidopsis thaliana genomic DNA, chromosome 5, 
F2015, complete sequence 

167376 

LIB3234-037-P1-K1-D9 

BLASTN 

g3128136 



PI clone 



22605 



ffr 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



310 

1.0e-174 

366 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

167377 

LIB3234-037-P1-K1-E10 

BLASTX 

g2827139 

244 

8.0e-21 

105 
50 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4 04 934 3_emb_CAA225 68__ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



167378 

LIB3234-037-P1-K1-E2 

BLASTN 

g2924652 

42 

2.0e-14 

172 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 



TAC clone: 



167379 

LIB3234-037-P1-K1-E5 

BLASTN 

g3985957 

260 

1.0e-144 

352 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN8, complete sequence [Arabidopsis thaliana] 



PI clone: 



167380 

LIB3234-037-P1-K1-E7 

BLASTN 

g4063756 

122 

4.0e-62 

214 

89 

Arabidopsis thaliana chromosome II BAC T9F8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167381 

LIB3234-037-P1-K1-E8 

BLASTN 

g4580745 



22606 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

2.0e-20 

264 
80 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

167382 

LIB3234-037-P1-K1-F1 

BLASTN 

gl785673 

75 

3.0e-34 

202 
81 

A. thaliana mitochondrial genome, part A 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167383 

LIB3234-037-P1-K1-F10 

BLASTX 

g2454182 

559 

1.0e-57 
124 

89 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 


167384 


Seq. ID 


LIB3234-037-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g91152 


BLAST score 


198 


E value 


2.0e-15 


Match length 


81 


% identity 


23 


NCBI Description 


nuclear protein, 25K - 


Seq. No. 


167385 


Seq. ID 


LIB3234-037-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


651 


E value 


2.0e-68 


Match length 


120 


% identity 


97 


NCBI Description 


60S RIBOSOMAL PROTEIN 



A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi__1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167386 

LIB32 34-037-P1-K1-F8 

BLASTX 

g231586 

68 

5.0e-14 



22607 




Match length 


73 


% identity 


o to 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_82027_pir S20504 H+-transporting ATP synthase (EC 




3.6.1.34) beta chain, mitochondrial - Para rubber tree 




>gi_18831_emb_CAA41401__ (X58498) mitochondrial ATP syntha 




beta-subunit [Hevea brasiliensis] 


Seq. No. 


167387 


Seq. ID 


LIB3234-037-P1-K1-G6 


Method 


BLAST N 


NCBI GI 


g4544435 


DLiioi score 




E value 


0.0e+00 


Match length 


379 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M13 genomic 




sequence, complete sequence 


Seq. No. 


167388 


Seq. ID 


LIB3234-037-P1-K1-H12 


Method 


BLASTX 




rrA A R ROTO 

g*± 4 jjz / z 


BLAST score 


377 


E value 


2.0e-36 


Match length 


119 


% identity 


61 


NCBI Description 


(AL035527) subtilisin-like protease [Arabidopsis thaliana 


Seq. No. 


167389 


Seq. ID 


LIB3234-037-P1-K1-H3 


Method 


BLASTX 


JNL-rSl bl 


go / / bUUo 


BLAST score 


130 


E value 


3.0e-24 


Match length 


100 


% identity 


61 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


167390 


Seq. ID 


LIB3234-038-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl531762 


bLAbi score 


"i a i 
1 bl 


E value 


4.0e-ll 


Match length 


45 


% identity 


71 


NCBI Description 


(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 




thaliana] 


Seq. No. 


167391 


Seq. ID 


LIB3234-038-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl709379 


BLAST score 


157 


E value 


1.0e-10 


Match length 


34 



22608 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 
>gi_8814 41 (U27 653) NADH-plastoquinone oxidoreductase 
[Lupinus luteus] 

167392 

LIB3234-038-P1-K1-A11 

BLASTX 

g4586053 

159 

1.0e-10 

56 
61 

(AC007020) putative lacasse [Arabidopsis thaliana] 
167393 

LIB3234-038-P1-K1-A2 

BLASTN 

g4589410 

310 

1.0e-174 

332 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

167394 

LIB3234-038-P1-K1-A4 

BLASTX 

g2507222 

496 

2.0e-50 

111 

87 

KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi_1709236 (U09505) 
kinase associated protein phosphatase [Arabidopsis 
thaliana] 

167395 

LIB3234-038-P1-K1-A6 

BLASTX 

g633890 

264 

3.0e-23 

82 
66 

(S7292 6) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

167396 

LIB3234-038-P1-K1-A8 

BLASTN 

g4589410 

196 

1.0e-106 

240 
95 



22609 



(I 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

167397 

LIB3234-038-P1-K1-A9 

BLASTN 

g2828182 

323 

0.0e+00 

348 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167398 

LIB3234-038-P1-K1-B11 

BLASTN 

g2191126 

163 

1.0e-86 

221 

96 

Arabidopsis thaliana BAC IG002N01 
167399 

LIB3234-038-P1-K1-B12 

BLAST X 

g633890 

277 

1.0e-24 

85 
66 

(S72 92 6) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167400 

LIB3234-038-P1-K1-B3 

BLASTN 

g3402745 

182 

7.0e-98 

342 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

167401 

LIB3234-038-P1-K1-B4 

BLASTX 

g3309082 

259 

1.0e-22 

54 
94 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 



22610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167402 

LIB3234-038-P1-K1-B5 

BLASTX 

gl742955 

347 

7.0e-33 

67 

100 

(Z71446) CLC-b chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167403 

LIB3234-038-P1-K1-B6 

BLASTX 

g2781394 

451 

4 .0e-45 

93 
100 

(U70424) O-methyltransf erase 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167404 

LIB3234-038-P1-K1-B7 

BLASTX 

g2118307 

494 

4.0e-50 

99 
100 

cysteine synthase (EC 4.2.99.8) 3A - Arabidopsis thaliana 
>gi_804 950_emb_CAA588 93_ (X84097) cysteine synthase 

[Arabidopsis thaliana] >gi_1096196_prf 2111276A Ser(Ac) 

thiol lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167405 

LIB3234-038-P1-K1-B8 

BLASTN 

g4581161 

46 

7.0e-17 

46 
100 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167406 

LIB3234-038-P1-K1-B9 

BLASTN 

g4467094 

64 

1.0e-27 

64 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



Seq. No. 



167407 



22611 




Seq. ID 


LIB3234-038-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4 4 o / 114 


BLAST score 


260 


E value 


1.0e-22 


Match length 


104 


% identity 


59 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 


Seq. No. 


167408 


Seq. ID 


LIB3234-038-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4467114 


BLAST score 


239 


E value 


3. Oe-20 


Match length 


104 


% identity 


55 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 


Seq. No. 


167409 


Seq. ID 


LIB3234-038-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


241 


E value 


1. Oe-20 


Match length 


70 


% identity 


73 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


167410 


Seq. ID 


LIB3234-038-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


gl279568 


BLAST score 


41 


E value 


9.0e-14 


Match length 


49 


% identity 


96 


NCBI Description 


Nicotiana acuminata chloroplast JLB region, l-250bp 


Seq. No. 


167411 


Seq. ID 


LIB3234-038-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g2832667 


BLAST score 


46 


E value 


9.0e-17 


Match length 


114 


% identity 


85 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 




(ESSAII project) 


Seq. No. 


167412 


Seq. ID 


LIB3234-038-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g231586 


BLAST score 


146 


E value 


3.0e-09 


Match length 


89 



22612 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18 831_emb_CAA414 01_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

167413 

LIB3234-038-P1-K1-D4 

BLASTX 

gl448941 

512 

3.0e-52 

109 

91 

(L48181) ypt-related protein [Brassica campestris] 
167414 

LIB3234-038-P1-K1-D6 

BLASTX 

g3377819 

211 

6.0e-17 

67 
70 

(AF076275) No definition line found [Arabidopsis thaliana] 
167415 

LIB3234-038-P1-K1-D7 

BLASTX 

gll9975 

468 

4.0e-47 

100 

93 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 

[Arabidopsis thaliana] >giJL66698 (M358 68) ferrodoxin A 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167416 

LIB3234-038-P1-K1-D8 

BLASTX 

g4467132 

447 

1.0e-44 

116 
77 

(AL035540) putative protein [Arabidopsis thaliana] 
167417 

LIB3234-038-P1-K1-D9 

BLASTN 

gl2219 

168 

1.0e-89 



22613 



Match length 


341 


% identity 


86 


NCBI Description 


Mustard chloroplast trnk gene for tRNA-Lys (UUU) 


Seq. No. 


167418 


Seq. ID 


LIB3234-038-P1-K1-E1 


Method 


BLASTN 


IN ^ .D J. Ul 




BLAST score 


44 


E value 


8.0e-16 


Match length 


183 


% identity 


86 


NCBI Description 


Mustard chloroplast trnk gene for tRNA-Lys (UUU) 


Seq. No. 


167419 


Seq. ID 


LIB3234-038-P1-K1-E10 


Method 


BLASTX 


IM O L Kj± 


^9009 con 


BLAST score 


375 


E value 


3.0e-36 


Match length 


106 


% identity 


68 


NCBI Description 


(AL021711) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


167420 


Seq. ID 


LIB3234-038-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl620986 


DLiPLo I score 




E value 


1.0e-33 


Match length 


97 


% identity 


69 


NCBI Description 


(Y08858) 40S ribosomal protein S17 [Nicotiana 




plumbagini folia] 


Seq. No. 


167421 


Seq. ID 


LIB3234-038-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2245073 


nLiAb 1 score 




E value 


0.0e+00 


Match length 


349 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


167422 


Seq. ID 


LIB3234-038-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4417271 


BLAST score 


559 


E value 


1.0e-57 


Match length 


119 


% identity 


89 



NCBI Description (AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



22614 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167423 

LIB3234-038-P1-K1-E6 

BLASTX 

gl27041 

526 

7.0e-54 

102 
99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167424 

LIB3234-038-P1-K1-E8 

BLASTN 

g4512656 

150 

8.0e-79 

259 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167425 

LIB3234-038-P1-K1-F10 

BLASTX 

gll9143 

159 

3.0e-48 

103 

85 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788__emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927__emb_CAA34 454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167426 

LIB3234-038-P1-K1-F11 

BLASTX 

g3582329 

450 

6.0e-45 

119 

74 

(AC005496) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167427 

LIB3234-038-P1-K1-F12 
BLASTX 



22615 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Arabidopsis thaliana] 



g3582329 
69 

3.0e-20 
90 
61 

(AC005496) unknown protein 
167428 

LIB3234-038-P1-K1-F2 
BLASTX 
g2924258 
475 

7.0e-48 
116 
80 

(Z00044) RNA polymerase beta 1 1 



subunit [Nicotiana tabacum] 



167429 

LIB3234-038-P1-K1-F5 

BLASTN 

g2980757 

274 

1.0e-153 

313 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

167430 

LIB3234-038-P1-K1-F7 

BLASTX 

g226120 

186 

5.0e-14 

83 
45 

vicilin gene B [Saguinus oedipus] 
167431 

LIB3234-038-P1-K1-F8 

BLASTX 

gl628583 

567 

1.0e-58 
111 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167432 

LIB3234-038-P1-K1-G2 

BLASTN 

g2914688 

261 

1.0e-145 

346 



22616 



% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F24L7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167433 


Seq. ID 


LIB3234-038-P1-K1-G3 


Method 


BLASTN 




go(J4 / (J /4 


BLAST score 


71 


E value 


1.0e-31 


Match length 


150 


% identity 


87 


NCBI Description 


Arabidopsis thaliana BAC F21E10 


Seq. No. 


167434 


Seq. ID 


LIB3234-038-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g3241920 


DJ_Lri.o 1 SCOTS 




E value 


1.0e-104 


Match length 


364 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MAE1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167435 


Seq. ID 


LIB3234-038-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


528 


E value 


4.0e-54 


Match length 


100 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


167436 


Seq. ID 


LIB3234-038-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl40285 


BLAST score 


207 


E value 


Z . Ue-lo 


Match length 


42 


% identity 


95 


NCBI Description 


HYPOTHETICAL 19 KD PROTEIN (ORF 168) 




>gi_2 924263_emb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 




tabacum] 


Seq. No. 


167437 


Seq. ID 


LIB3234-038-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g2618605 


BLAST score 


306 


E value 


1.0e-172 


Match length 


326 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MUK11, complete sequence [Arabidopsis thaliana] 



22617 



II 



Seq. No. 


167438 




Seq. ID 


LIB3234-038 


-P1-K1-H3 


Method 






NCBI GI 


g3980412 




BLAST score 


216 




E value 


2.0e-17 




Match length 


58 




% identity 


20 




NCBI Description 


(AC004561) 


pumilio-1 


Seq. No. 


167439 




Seq. ID 


LIB3234-038 


-P1-K1-H5 


Method 


BLASTN 




NCBI GI 


g2570223 




BLAST score 


42 




E value 


1.0e-14 




Match length 


74 




% identity 


89 




NCBI Description 


Arabidopsis 


thaliana 



romosonie 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167440 

LIB3234-038-P1-K1-H6 

BLASTX 

g3955041 

261 

8.0e-23 

98 

52 

(AJ010068) nhp2+ protein [Schizosaccharomyces pombe] 



-038-P1-K1-H7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167441 
LIB3234- 
BLASTX 
gll2737 
350 

3.0e-33 

81 
85 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4 4 90710_emb_CAB3884 4.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



167442 

LIB3234-038-P1-K1-H8 

BLASTN 

g4519187 

319 

1.0e-179 

351 

97 

Arabidopsis thaliana genomic 



DNA, chromosome 3, TAC clone: 



22618 



# 



K1G2, complete sequence 



Seq. No. 


167443 


Seq. ID 


LIB3234-038-P1-K1-H9 


Method 




NCBI GI 


g3258569 


BLAST score 


105 


E value 


8.0e-28 


Match length 


70 


% identity 


93 


NCBI Description 


(U89959) Similar to yeast general negative regulat 




transcription subunit 1 [Arabidopsis thaliana] 


Seq. No. 


167444 


oeq . i u 


IjIJdOZ ofi U J j r 1 J\i t\X U 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


35 


E value 


3.0e-10 


Match length 


128 


% identity 


88 


NCBI Description 


B.oleracea mRNA for IFA binding protein (splO) 


Seq. No. 


167445 


beq. iu 


lil id JZ j4 U 3 y _ Jr 1 — i\±— Al 1 


Method 


BLASTX 


NCBI GI 


g4678259 


BLAST score 


212 


E value 


4.0e-17 


Match length 


115 


% identity 


15 


NCBI Description 


(AL049657) putative protein [Arabidopsis thaliana] 


Seq. No. 


167446 


Seq. ID 


LIB3234-039-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2760170 


BLAST score 


96 


E value 


1.0e-46 


Match length 


284 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



PI clone 



MI024, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167447 

LIB3234-039-P1-K1-A6 

BLASTX 

g2501021 

100 

7.0e-14 

66 
62 

LYSYL-TRNA SYNTHETASE ( LYSINE- -TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechocystis sp.] 



Seq. No. 



167448 



22619 



# 



Seq. ID 


LIB3234-039-P1-K1-A8 


Method 


BLASTX 




go ^jjioi 


BLAST score 


562 


E value 


4.0e-58 


Match length 


108 


% identity 


97 


NCBI Description 


(AC005106) T25N20.15 [Arabidopsis thaliana] 


Seq. No. 


167449 


Seq. ID 


LIB3234-039-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g2760170 


DT 7\CT on^rc 

oijfio i score 


oo 


E value 


4.0e-28 


Match length 


187 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MI024, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167450 


Seq. ID 


LIB3234-039-P1-K1-B10 


Method 


BLASTX 




gxo o^± ui / 


BLAST score 


525 


E value 


9.0e-54 


Match length 


101 


% identity 


99 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


167451 


Seq. ID 


LIB3234-039-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g625977 


BLAST score 


456 


E value 


1 . ue-4 D 


Match length 


90 


% identity 


99 


NCBI Description 


p40 protein homolog - Arabidopsis thaliana >gi 402904 




(U01955) laminin receptor-like protein [Arabidopsis 




thaliana] 


Seq. No. 


167452 


Seq. ID 


LIB3234-039-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl32863 


BLAST score 


45 


E value 


o . ue dz 


Match length 


109 


% identity 


91 


NCBI Description 


CHLOROPLAST 5 OS RIBOSOMAL PROTEIN L2 




>gi_12214_emb_CAA46568__ (X65615) ribosomal protein L2 




[Sinapis alba] 


Seq. No. 


167453 


Seq. ID 


LIB3234-039-P1-K1-B2 


Method 


BLASTX 



22620 



# 



NCBI GI 


g3132475 


EsLAbi score 


/no 


E value 


2.0e-47 


Match length 


115 


% identity 


82 


NCBI Description 


(AC003096) similar to proline-rich protein [Arabidops 




thaliana] 


Seq. No. 


167454 


Seq* ID 


LIB3234-039-P1-K1-B5 


Method 


BLASTX 




cjo^olo bo 


BLAST score 


54 


E value 


3.0e-40 


Match length 


112 


% identity 


76 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


167455 


Seq. ID 


LIB3234-039-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3132469 


Dij/io i score 


0 / 


E value 


3.0e-23 


Match length 


256 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T29F13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167456 


Seq. ID 


LIB3234-039-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2618683 


oiiAb i score 




E value 


3.0e-81 


Match length 


359 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T32G6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167457 


Seq. ID 


LIB3234-039-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


572 


E value 


3.0e-59 


Match length 


115 


% identity 


95 


NCBI Description 


(AC00 6532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


167458 


Seq. ID 


LIB3234-039-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g4159707 


BLAST score 


322 


E value 


0.0e+00 



22621 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



352 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

167459 

LIB3234-039-P1-K1-C12 

BLASTX 

g399013 

314 

4.0e-29 

108 
62 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANS LOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

167460 

LIB3234-039-P1-K1-C2 

BLASTN 

g4559375 

279 

1.0e-156 

358 
99 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence , complete sequence 

167461 

LIB3234-039-P1-K1-C4 

BLASTX 

gl531762 

191 

1.0e-14 

50 
74 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167462 

LIB3234-039-P1-K1-C6 

BLASTX 

gll3171 

474 

9.0e-48 

102 
96 

ACYL CARRIER PROTEIN 1 PRECURSOR (ACP) 

>gi_81596_pir S03267 acyl carrier protein precursor - 

Arabidopsis thaliana >gi_16152_emb_CAA31991_ (X13708) acyl 
carrier protein [Arabidopsis thaliana] 



Seq. No. 



167463 



22622 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



LIB3234-039-P1-K1-C7 

BLASTN 

g4559375 

276 

1.0e-154 

343 
97 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence, complete sequence 

167464 

LIB3234-039-P1-K1-C8 

BLASTN 

g4559375 

277 

1.0e-154 
344 

98 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence, complete sequence 

167465 

LIB3234-039-P1-K1-C9 

BLASTX 

g3335171 

172 

2.0e-12 

67 
55 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
167466 

LIB3234-039-P1-K1-D1 

BLASTX 

g4586053 

244 

8.0e-21 

114 
48 

(AC007020) putative lacasse [Arabidopsis thaliana] 
167467 

LIB3234-039-P1-K1-D10 

BLASTX 

g4704613 

356 

6.0e-34 

82 
88 

(AF109695) monodehydroascorbate reductase [Brassica juncea] 
167468 

LIB3234-039-P1-K1-D11 

BLASTX 

g3142294 

382 

6.0e-37 



22623 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

167469 

LIB3234-039-P1-K1-D4 

BLASTX 

g3075394 

559 

9.0e-58 

115 

95 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

167470 

LIB3234-039-P1-K1-D6 

BLASTN 

g2760172 

273 

1.0e-152 

273 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

167471 

LIB3234-039-P1-K1-D7 

BLASTX 

g3805962 

259 

1.0e-22 

112 
53 

(Y13772) laccase [Populus balsamifera subsp. trichocarpa] 
167472 

LIB3234-039-P1-K1-D8 

BLASTX 

g2459446 

448 

9.0e-45 

116 

78 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



167473 

LIB3234-039-P1-K1-D9 

BLASTN 

g4757412 

286 

1.0e-160 
349 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK23, complete sequence 

167474 

LIB3234-039-P1-K1-E1 

BLASTX 

gll72599 

451 

4 .Oe-45 

88 
100 

PROTEASOME COMPONENT C5 (MULTICATALYTIC ENDOPEPTIDASE 
COMPLEX SUBUNIT C5) (TAS-F22/FAFP98 ) 

>gi_600387_emb_CAA47753_ (X67338) proteosome subunit 
[Arabidopsis thaliana] 

167475 

LIB3234-039-P1-K1-E10 

BLASTN 

g4092472 

34 

1.0e-09 

46 
96 

Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 

167476 

LIB3234-039-P1-K1-E11 

BLASTX 

g2501056 

450 

6.0e-45 

101 
92 

SERYL-TRNA SYNTHETASE ( SERINE--TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_135 94 97_emb_CAA94 388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

167477 

LIB3234-039-P1-K1-E12 

BLASTN 

g4512690 

282 

1.0e-157 

352 

95 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

167478 

LIB3234-039-P1-K1-E4 

BLASTN 

g3510347 

203 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-110 

354 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 

167479 

LIB3234-039-P1-K1-E6 

BLASTX 

gl769905 

259 

2.0e-22 

79 
65 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

167480 

LIB3234-039-P1-K1-E9 

BLASTX 

g584998 

149 

1.0e-09 

64 
44 

FLAVONOID 3 1 , 5 T -HYDROXYLASE ( F3 T 5 1 H ) (CYTOCHROME P4 50 

LXXVA2) (P-450EG1) >gi_629713 _pir S43342 flavonoid 

hydroxylase cytochrome P4 50 - eggplant 

>gi__395261__emb_CAA50155_ (X70824) flavonoid hydroxylase 
(P450) [Solanum melongena] 

167481 

LIB3234-039-P1-K1-F1 

BLASTX 

g2129659 

283 

2.0e-25 

89 
64 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



167482 

LIB3234-039-P1-K1-F10 

BLASTX 

g585536 

534 

8.0e-55 

111 

91 

MYROSINASE PRECURSOR ( SINIGRINASE ) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 



167483 
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Seq. ID 


LIB3234-039-P1-K1-F11 


Method 


BLASTX 


KffRT (IT 




BLAST score 


191 


E value 


1.0e-14 


Match length 


36 


% identity 


97 


NCBI Description 


(AF030386) NOI protein [Arabidopsis thaliana 


Seq. No. 


167484 


Seq. ID 


LIB3234-039-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g485514 


BLAST score 


258 


J-j V Ct J. 




Match length 


77 


% identity 


64 


NCBI Description 


ADR11-2 protein - soybean (fragment) 




>gi_296443_emb_CAA49341_ (X69640) auxin down 




[Glycine max] 


Seq. No. 


167485 


Seq. ID 


LIB3234-039-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


526 


E value 


7.0e-54 


Match length 


117 


% identity 


91 


NCBI Description 


(AF022909) ClpC [Arabidopsis thaliana] 



regulated 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167486 

LIB3234-039-P1-K1-F7 

BLASTX 

gl053047 

460 

4.0e-46 

92 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167487 

LIB3234-039-P1-K1-F9 

BLASTN 

g2760164 

69 

2.0e-30 

209 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 

167488 

LIB3234-039-P1-K1-G12 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3273743 
345 

1.0e-32 

88 
81 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

167489 

LIB3234-039-P1-K1-G2 

BLASTX 

g266989 

90 

7.0e-33 

118 

69 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 

167490 

LIB3234-039-P1-K1-G3 

BLASTX 

gl31336 

53 

6.0e-24 

72 
89 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 15_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

167491 

LIB3234-039-P1-K1-G5 

BLASTN 

g2618599 

310 

1.0e-174 

362 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

167492 

LIB3234-039-P1-K1-G7 

BLASTN 

g2689438 

166 

2.0e-88 

301 

96 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167493 

LIB3234-039-P1-K1-H11 

BLASTX 

g3776559 

145 

1.0e-09 

77 
47 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167494 

LIB3234-039-P1-K1-H12 

BLASTN 

g984307 

34 

1.0e-09 

34 

100 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransf erase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167495 

LIB3234-039-P1-K1-H2 

BLASTX 

gll2682 

94 

4.0e-25 

106 

59 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_8 08 937_ernb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167496 

LIB3234-039-P1-K1-H4 

BLASTN 

g4079614 

102 

4.0e-50 

310 
90 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



167497 

LIB3234-039-P1-K1-H5 

BLASTX 

g3776559 



22629 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



253 

5.0e-22 

98 
52 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

167498 

LIB3234-039-P1-K1-H6 

BLAST N 

g3522932 

319 

1.0e-179 

364 

96 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167499 


Seq. ID 


LIB3234-039-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl854445 


BLAST score 


376 


E value 


3. Oe-36 


Match length 


87 


% identity 


79 


NCBI Description 


(D83971) CPRD14 protein 


Seq. No. 


167500 


Seq. ID 


LIB3234-039-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


583 


E value 


1.0e-60 


Match length 


116 


% identity 


99 


NCBI Description 


(AC003027) lcl_prt_seq ] 




[Arabidopsis thaliana] 


Seq. No. 


167501 


Seq. ID 


LIB3234-040-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4580460 


BLAST score 


600 


E value 


2.0e-62 


Match length 


125 


% identity 


94 


NCBI Description 


{AC006081) putative 26S 




thaliana] 


Seq. No. 


167502 


Seq. ID 


LIB3234-04 0-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3695023 


BLAST score 


269 



4 [Arabidopsis 
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II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-23 

98 
52 

(AF055850) 



unknown [Arabidopsis thaliana] 



167503 

LIB3234-040-P1-K1-A5 

BLASTX 

g2894574 

556 

2.0e-57 

106 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2 961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

167504 

LIB3234-040-P1-K1-A6 

BLASTN 

g3702722 

37 

2.0e-ll 

137 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K12B20, complete sequence [Arabidopsis thaliana] 

167505 

LIB3234-040-P1-K1-A7 

BLASTN 

g4589430 

209 

1.0e-114 

375 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

167506 

LIB3234-040-P1-K1-A9 

BLASTX 

g4468993 

597 

4.0e-62 

113 

100 

(AL035605) putative protein [Arabidopsis thaliana] 
167507 

LIB3234-040-P1-K1-B1 

BLASTX 

g399298 

199 

2.0e-15 

66 
65 
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NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED COR6.6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thai i ana >gi_16230_emb_CAA38894_ (X55053) cold 
regulated [Arabidopsis thaliana] 

167508 

LIB3234-040-P1-K1-B10 

BLASTX 

g3334404 

616 

2.0e-64 

128 
93 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 (U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb_N96091, gb_AA042286, gb_F14 324, gb_W43643, gb_N96027, 
gb_N96299, gb_R29943, gb_T43460, gb_T43544, gb_T22472 

167509 

LIB3234-04 0-P1-K1-B11 

BLASTX 

gll2682 

163 

3.0e-ll 

112 
40 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167510 

LIB3234-040-P1-K1-B12 

BLASTX 

gl345132 

620 

8.0e-65 

128 

93 

(U47029) ERECTA [Arabidopsis thaliana] 

>giJL389566_dbj__BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

167511 

LIB3234-040-P1-K1-B3 

BLASTX 

gl402904 

93 

1.0e-22 

113 

59 

(X98313) peroxidase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167512 

LIB3234-040-P1-K1-B5 

BLASTX 

gl33812 

113 

3.0e-16 

61 
84 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S16 >giJ71000_pir R3IS16 

ribosomal protein S16 - white mustard chloroplast 
>gi_12217_emb_CAA31944_ (X13609) 16S ribosomal protein 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167513 

LIB3234-04 0-P1-K1-B6 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167514 

LIB3234-040-P1-K1-B7 

BLASTX 

g4704730 

166 

1.0e-ll 

55 

60 

(AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167515 

LIB3234-040-P1-K1-B8 

BLASTN 

g2494110 

321 

0. 0e+00 
351 

98 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167516 

LIB3234-040-P1-K1-B9 

BLASTN 

gl429212 

169 

4.0e-90 

258 

94 

A. thaliana mRNA for peroxidase ATP4a, EST clone 4G6T7P 



Seq. No. 



167517 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-04 0-P1-K1-C12 

BLASTX 

g231660 

257 

3.0e-22 

132 
48 

HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 
167518 

LIB3234-040-P1-K1-C3 

BLASTX 

g3983125 

453 

3.0e-45 

117 
77 

(AF097 648 ) phosphate/ triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

167519 

LIB3234-040-P1-K1-C4 

BLASTN 

g2656029 

356 

0.0e+00 

372 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167520 

LIB3234-040-P1-K1-C5 

BLASTN 

g2842474 

187 

1.0e-101 

367 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

167521 

LIB3234-040-P1-K1-C6 

BLASTN 

g4584519 

294 

1.0e-165 

339 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F11C18 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167522 

LIB3234-040-P1-K1-C7 

BLASTN 

gl402933 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 

7.0e-58 

204 

86 

A. thaliana genomic DNA fragment (ecotype DI JON- 0/ LANDS BERG 
ERECTA/ LEIDEN-0/LLAGOSTERA-0) 



Seq. No. 
Seq. ID 
Method 



167523 

LIB3234- 

BLASTX 



040-P1-K1-C9 



NCBI GI 


g2673917 


jbiiAo i score 




E value 


1.0e-53 


Match length 


130 


% identity 


57 


NCBI Description 


(AC002561) putative ATP- 




thaliana] 


Seq. No. 


167524 


Seq. ID 


LIB3234-04 0-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3047100 


BLAST score 


286 


E value 


1.0e-160 


Match length 


378 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC 


Seq. No. 


167525 


Seq. ID 


LIB3234-040-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gll2739 


BLAST score 


208 


E value 


7.0e-21 


Match length 


108 


% identity 


56 


NCBI Description 


2S SEED STORAGE PROTEIN 



PROTEIN) >gi__68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB3884 5.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167526 

LIB3234-040-P1-K1-D12 

BLASTX 

g4406820 

354 

1.0e-33 

68 
100 

(AC006201) 
thaliana] 



putative ras superfamily member [Arabidopsis 



Seq. No. 
Seq. ID 



167527 

LIB3234-040-P1-K1-D2 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4262250 

404 

2.0e-39 

81 
100 

(AC00 6200) putative aldolase [Arabidopsis thaliana] 
167528 

LIB3234-040-P1-K1-D3 

BLASTN 

g2182289 

81 

1.0e-37 

247 

92 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167529 

LIB3234-040-P1-K1-D8 

BLASTX 

g3150404 

229 

5.0e-19 

66 
74 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

167530 

LIB3234-040-P1-K1-D9 

BLASTX 

g3850978 

259 

2.0e-22 

54 
91 

(AF060429) ATP synthase beta subunit [Embothrium coccineum] 



167531 

LIB3234-040-P1-K1-E1 

BLASTN 

g4490291 

342 

0.0e+00 

373 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F17M5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



167532 

LIB3234-04 0-P1-K1-E10 

BLASTX 

gl498053 

446 

2.0e-44 



22636 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
80 

(U64436) ribosomal protein S8 [Zea mays] 
167533 

LIB3234-040-P1-K1-E11 
BLASTN 
g4199934 
257 

l-0e-142 

364 
91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167534 

LIB3234-040-P1-K1-E12 
BLASTX 
gl345973 
69 

2.0e-59 

122 
93 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi__541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167535 

LIB32 34-04 0-P1-K1-E2 

BLASTX 

gl628583 

473 

1.0e-47 

122 
76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167536 

LIB3234-04 0-P1-K1-E3 

BLASTN 

g3869065 

285 

1.0e-159 

312 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24M7, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 



167537 



22637 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-040-P1-K1-E9 

BLASTX 

gl864017 

535 

7.0e-55 

106 
96 

(D63396) elongation factor— 1 alpha [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167538 

LIB3234-040-P1-K1-F12 

BLASTX 

g3236254 

149 

1.0e-09 

65 
48 

(AC004 684) unknown protein [Arabidopsis thaliana] 
167539 

LIB3234-040-P1-K1-F2 

BLASTX 

g2129767 

598 

3.0e-62 

121 
93 

vacuolar processing enzyme (EC 3.4.22.-} isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 

167540 

LIB3234-040-P1-K1-F3 

BLASTX 

g2129767 

469 

2.0e-47 

94 

91 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj JBAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 

167541 

LIB3234-040-P1-K1-F5 

BLASTN 

g4662647 

56 

3.0e-23 

124 

87 

Arabidopsis thaliana chromosome II BAC F3K12 genomic 
sequence, complete sequence 

167542 

LIB3234-040-P1-K1-F6 
BLASTX 



22638 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl37580 
214 

3.0e-17 

121 
36 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167543 

LIB3234-04 0-P1-K1-F8 

BLASTN 

g4699904 

38 

3.0e-12 

162 
81 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



Seq. No. 


167544 


Seq. ID 


LIB3234-04 0-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


glll3941 


BLAST score 


367 


E value 


3.0e-35 


Match length 


109 


% identity 


71 


NCBI Description 


(U40713) Pv42p [Phaseolus vulgaris] 


Seq. No. 


167545 


Seq. ID 


LIB3234-040-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g4589434 


BLAST score 


231 


E value 


1.0e-127 


Match length 


302 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MNJ7, complete sequence 


Seq. No. 


167546 


Seq. ID 


LIB3234-040-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g4581138 


BLAST score 


290 


E value 


1.0e-162 


Match length 


374 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F1011 




sequence, complete sequence 


Seq. No. 


167547 


Seq. ID 


LIB3234-04 0-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl592677 



22639 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



265 

3.0e-23 

102 

55 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167548 

LIB3234-040-P1-K1-G5 

BLASTN 

g3150396 

257 

1.0e-142 

346 

97 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-040-P1-K1-G6 



167549 
LIB3234 
BLASTX 
gl086249 
302 

1.0e-27 

126 

44 

subtilisin-like protease - Alnus glutinosa 

>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167550 

LIB3234-0 4 0-P1-K1-G7 

BLASTN 

g2244991 

288 

1.0e-161 

375 
94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167551 

LIB3234-04 0-P1-K1-H1 

BLASTX 

g4455329 

588 

4.0e-61 

124 
96 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167552 

LIB3234-040-P1-K1-H10 

BLASTX 

g3885334 

593 

1.0e-61 



22640 



II 



Match length 

% identity 

NCBI Description 



123 
93 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167553 

LIB3234-040-P1-K1-H11 

BLASTX 

g3885334 

270 

5.0e-24 

60 

90 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167554 

LIB3234-04 0-P1-K1-H12 

BLASTX 

g!703375 

410 

2.0e-40 

88 
91 

ADP-RIBOSYLATION FACTOR 1 >gi_9654 83_db j_BAA0825 9__ .(D45420) 
DcARFl [Daucus carota] 



Seq. No. 


167555 


Seq. ID 


LIB3234-04 0-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2924262 


BLAST score 


617 


E value 


2.0e-64 


Match length 


122 


% identity 


92 


NCBI Description 


(Z00044) PSII 44kd protein 


Seq. No. 


167556 


Seq. ID 


LIB3234-04 0-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl20675 


BLAST score 


452 


E value 


4.0e-45 


Match length 


88 


% identity 


95 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



>gi_66011_pir DEIS3C glyceraldehyde-3- 

dehydrogenase (EC 1.2.1.12) , cytosolic 
>gi_2114 3_emb_CAA27 8 44_ (X04301) GAPDH 
alba] 



phosphate 

- white mustard 

(aa 1-338) [Sinapis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167557 

LIB3234-040-P1-K1-H5 

BLASTX 

g3135751 

228 

6.0e-19 



22641 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 
95 

(AJ006095) 26S protease regulatory subunit 6 [Cicer 
arietinum] 



167558 

LIB3234-040-P1-K1-H6 

BLASTX 

g543841 

481 

2.0e-48 

96 
97 

ADP-RIBOSYLATION FACTOR 1 
ADP-ribosylation factor 1 



>gi_322518_pir S28875 

- Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63 074 7_gb_AAD2 6597 . 1_AC0 0723 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

167559 

LIB3234-04 0-P1-K1-H7 

BLASTX 

gl345973 

431 

1.0e-42 

97 
81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

167560 

LIB3234-040-P1-K1-H8 

BLASTX 

g3169172 

403 

2.0e-39 

89 
82 

(AC0044 01) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

167561 

LIB3234-04 0-P1-K1-H9 

BLASTX 

g3695023 

292 

2.0e-26 

107 



22642 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AF055850) unknown [Arabidopsis thaliana] 
167562 

LIB3234-041-P1-K1-A1 

BLASTX 

g4584536 

358 

4 .Oe-34 

100 
63 

(AL049608) cytochrome p450 like protein [Arabidopsis 
thaliana] 

167563 

LIB3234-041-P1-K1-A10 

BLASTN 

g4757662 

322 

0.0e+00 

374 

97 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

167564 

LIB3234-041-P1-K1-A11 

BLASTX 

gl864017 

530 

3.0e-54 

104 

97 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167565 

LIB3234-041-P1-K1-A12 

BLASTN 

g2656031 

349 

0.0e+00 

369 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167566 

LIB3234-041-P1-K1-A2 

BLASTX 

gl841399 

441 

8.0e-44 

97 

89 

(Z34661) AtTFIIB2 [Arabidopsis thaliana] 



Seq. No. 



167567 



22643 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-A3 

BLASTN 

g2564048 

343 

0.0e+00 

379 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 

167568 

LIB3234-041-P1-K1-A5 

BLASTX 

g4204299 

528 

5.0e-54 

108 
96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167569 

LIB3234-041-P1-K1-A6 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167570 

LIB3234-041-P1-K1-A9 

BLASTX 

g3738288 

652 

1.0e-68 

123 



(AC005309) 
thaliana] 



auxin-responsive GH3-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



167571 

LIB3234-041-P1-K1-B10 

BLASTN 

g3241916 

286 

1.0e-160 

323 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

167572 

LIB3234-041-P1-K1-B11 

BLASTN 



22644 



NCBI GI 


gl490552 


D±Jrt.O J. oUUi-C 




E value 


1.0e-113 


Match length 


283 


% identity 


93 


NCBI Description 


Arabidopsis thaliana S-adenosylmethionine decarboxylase 




(SAMdc) mRNA, complete cds 


Seq. No. 


167573 


Seq. ID 


LIB3234-041-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3413718 


BLAST score 


159 


j_j vai Lit; 


1 . Oe-4 6 


Match length 


113 


% identity 


87 


NCBI Description 


(AC004747) alpha-vacuolar processing enzyme [Arabidopsis 




thaliana] >gi_3643591 (AC005395) alpha-vacuolar processing 




enzyme [Arabidopsis thaliana] 


Seq. No. 


167574 


Seq. ID 


LIB3234-041-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3249107 




A P, A 
*± o fi 


E value 


7.0e-49 


Match length 


101 


% identity 


92 


NCBI Description 


(AC003114) Contains similarity to phloem-specific lectin 




PP2 gb_Z17331 from Cucubita maxima. [Arabidopsis thaliana] 


Seq. No. 


167575 


Seq. ID 


LIB3234-041-P1-K1-B4 


Method 


BLASTX 


IN Ks ID J_ \J J. 


y jjj ji / J. 


BLAST score 


475 


E value 


8.0e-48 


Match length 


117 


% identity 


78 


NCBI Description 


(AF067858) embryo-specific protein 3 [Arabidopsis thaliana 


Seq. No. 


167576 


Seq. ID 


LIB3234-041-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g3985950 




1 AC) 


E value 


9.0e-73 


Match length 


386 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MPI10, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167577 


Seq. ID 


LIB3234-0 41-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl561730 


BLAST score 


157 



22645 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

1.0e-10 

61 

46 

(U654 91) Dreg-3 protein [Drosophila melanogaster] 
167578 

LIB3234-041-P1-K1-B8 

BLASTX 

g3395432 

261 

9.0e-23 

90 

56 

(AC004 683) unknown protein [Arabidopsis thaliana] 
167579 

LIB3234-041-P1-K1-B9 

BLASTX 

gl31360 

232 

2.0e-19 

60 
78 

PHOTOS YSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 



Seq. No. 167580 

Seq. ID LIB3234 

Method BLASTX 

NCBI GI g82040 

BLAST score 4 69 

E value 3.0e-47 

Match length 97 

% identity 25 

NCBI Description ubiquit 
ubiquit 



-041-P1-K1-C11 



in precursor - flax (fragment) >gi_168304 (M57895) 
in [Linum usitatissimum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167581 

LIB3234-041-P1-K1-C12 

BLASTX 

gl498053 

474 

1.0e-47 

113 
82 

(U64436) ribosomal protein S8 [Zea mays] 
167582 

LIB3234-041-P1-K1-C2 

BLASTN 

g2623294 

278 

1.0e-155 

371 

99 



22646 



II 



NCBI Description Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167583 


Seq. ID 


illD J1 KJ *± _L IT J- LN.J. \s ^ 


Method 


BLASTX 


NCBI GI 


g633890 


BLAST score 


272 


E value 


5.0e-24 


Match length 


82 


% identity 


67 


NCBI Description 


(S72926) glucose and ribitol dehydrogenase homolog [Hordeu 




vulgare] 


C prf "M n 
JC^i IN U • 




Seq. ID 


LIB3234-041-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


63 


E value 


4.0e-09 


Match length 


58 


% identity 


60 


NCBI Description 


(AC007171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167585 


beq. ±u 


LIBoZo 4 -u 4 i-Pl-Kl-C / 


Method 


BLASTX 


NCBI GI 


g4773885 


BLAST score 


495 


E value 


4.0e-50 


Match length 


95 


% identity 


98 


NCBI Description 


(AF076243) putative aspartic protease [Arabidopsis 




thaliana] 


oeq . iNo . 


lb /dod 


Seq. ID 


LIB3234-041-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4539005 


BLAST score 


231 


E value 


3.0e-19 


Match length 


120 


% identity 


42 


NCBI Description 


(AL04 9481) putative oxidoreductase [Arabidopsis thaliana] 




1 fsl R ft 1 
lO / jo / 


Seq. ID 


LIB3234-041-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2924258 


BLAST score 


413 


E value 


1.0e-40 


Match length 


124 


% identity 


65 


NCBI Description 


(Z00044) RNA polymerase beta T! subunit [Nicotiana tabacum] 


Seq. No. 


167588 


Seq. ID 


LIB3234-041-P1-K1-D1 



22647 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g3869069 

353 

0.0e+00 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

167589 

LIB3234-041-P1-K1-D10 

BLASTN 

g3985933 

224 

1.0e-123 

264 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 

167590 

LIB32 34-04 1-P1-K1-D2 

BLASTX 

g4204277 

596 

5.0e-62 

110 

100 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
167591 

LIB32 34-04 1-P1-K1-D3 

BLASTX 

g881615 

618 

1.0e-64 

124 

96 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb__CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

167592 

LIB3234-041-P1-K1-D4 

BLASTN 

g881614 

42 

2.0e-14 

138 
86 

Arabidopsis thaliana fatty acid elongase 1 (Fael) gene, 
complete cds 

167593 

LIB32 34-04 1-P1-K1-D5 

BLASTX 

gl628583 



22648 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 

2.0e-34 

128 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167594 

LIB3234-041-P1-K1-D9 

BLASTN 

g3985933 

353 

0. 0e+00 

376 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9E15, complete sequence [Arabidopsis thaliana] 



167595 

LIB3234-041-P1-K1-E1 

BLASTX 

gl071913 

77 

2.0e-21 

72 
76 

cysteine synthase (EC 4.2.99.8) C precursor, 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



TAC clone: 



mitochondrial 
cysteine 



167596 

LIB3234-041-P1-K1-E12 

BLASTN 

g4580745 

104 

2.0e-51 

361 

95 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

167597 

LIB3234-041-P1-K1-E2 

BLASTX 

g2494842 

265 

3.0e-23 

97 

52 

GLUCOS YLTRANS FERASE ALG6 >gi_213117 ljpir S61985 ALG6 

protein - yeast (Saccharomyces cerevisiae) >gi___1150997 
(U43491) hypothetical protein UNA544 [Saccharomyces 
cerevisiae] >gi_14 20090_emb_CAA99190_ (Z74910) ORF YOR002w 
[Saccharomyces cerevisiae] 



Seq. No. 



167598 



22649 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_419755_pir S30147 

- Arabidopsis thaliana 



LIB3234-041-P1-K1-E3 
BLASTX 
g544424 
55 

9.0e-39 
85 
100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 
glycine-rich protein (clone AtGRP7 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

167599 

LIB3234-041-P1-K1-E5 

BLASTN 

g2337888 

207 

1.0e-113 

354 
97 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

167600 

LIB3234-041-P1-K1-E6 

BLASTN 

g3985949 

304 

1.0e-170 

368 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167601 

LIB3234-041-P1-K1-E8 

BLASTN 

g511598 

345 

0. 0e+00 

377 

26 

Arabidopsis thaliana cell wall protein 
complete cds 



(APTR-1) gene, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167602 

LIB3234-041-P1-K1-F10 

BLASTX 

gll2682 

156 

2.0e-10 

78 
50 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_ 



S08510 



22650 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167603 

LIB3234-041-P1-K1-F11 

BLASTX 

gl084476 

322 

5.0e-37 

94 

78 

catalase (EC 1.11.1 
(X60135) catalase-1 



.6) - maize >gi__311239_emb_CAA42720_ 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167604 

LIB3234-041-P1-K1-F12 

BLASTX 

g2117612 

352 

2.0e-33 

62 
98 

catalase (EC 1.11.1.6) 3 



- Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167605 

LIB3234-041-P1-K1-F2 

BLASTX 

gl864017 

561 

6.0e-58 

109 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167606 

LIB3234-0 41-P1-K1-F3 

BLASTX 

gl669668 

306 

3.0e-28 

88 
72 

(X97131) EFl-alpha [Forsythia x intermedia] 
167607 

LIB3234-041-P1-K1-F5 

BLASTX 

g3873743 

251 

1.0e-21 

112 

46 

(Z66519) similar to Thiamine pyrophosphate enzymes; cDNA 
EST EMBL:D36315 comes from this gene; cDNA EST EMBL:D334 64 
comes from this gene [Caenorhabditis elegans] 



22651 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167608 

LIB3234-041-P1-K1-F6 " 

BLASTX 

g282865 

221 

5.0e-18 

43 

93 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb__CAB41095.1__ (AL04 9655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167609 

LIB3234-041-P1-K1-F7 

BLASTX 

g548655 

361 

2.0e-34 

83 
90 

50S RIBOSOMAL PROTEIN L12-C, CHLOROPLAST PRECURSOR (CL12-C) 

>gi_541897_pir C53394 ribosomal protein L12.C, chloroplast 

- Arabidopsis thaliana >gi_4 68773_emb_CAA4 8183_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167610 

LIB3234-041-P1-K1-F8 

BLASTN 

g4557061 

140 

8.0e-73 

164 
96 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167611 

LIB3234-041-P1-K1-G1 

BLASTX 

g4063552 

594 

8.0e-62 
126 

95 

(AF035908) ATP synthase beta subunit [Muntingia calabura] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167612 

LIB3234-041-P1-K1-G10 

BLASTN 

g4756963 

107 

4.0e-53 

307 



22652 



% identity 

NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 


1 £.1 £ 1 Q 
lO / DlJ 


Seq. ID 


LIB3234-041-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4220510 


BLAST score 


333 


E value 


0.0e+00 


Match length 


373 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome - 




(ESSAII project) 


Seq. No. 




Seq. ID 


LIB3234-041-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g4220510 


BLAST score 


277 


E value 


1.0e-154 


Match length 


289 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome - 




(ESSAII project) 


Seq. No. 


167615 


Seq. ID 


LIB3234-041-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4206556 


BLAST score 


377 


E value 


2.0e-36 


Match length 


114 


% identity 


68 


NCBI Description 


(AF066824) ATP synthase beta subunit 


Seq. No. 


i t~ ~) r i r~ 
Ib/olo 


Seq. ID 


LIB3234-041-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


635 


E value 


1.0e-66 


Match length 


126 


% identity 


96 


NCBI Description 


(AC003027) lcl_prt_seq No definition 




[Arabidopsis thaliana] 


Seq. No. 


167617 


Seq. ID 


LIB3234-041-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3335169 


BLAST score 


665 


E value 


4.0e-70 


Match length 


127 


% identity 


97 


NCBI Description 


(AF067857) embryo-specific protein 1 




>gi_4455197_emb_CAB36520.1_ (AL03544 



F22K18 



F22K18 



[Arabidopsis thaliana] 
') embryo-specific 



22653 



o 



protein 1 (ATS1) [Arabiciopsis thaliana] 



Seq. No. 


167618 


Seq. ID 


LIB3234-041-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4006833 


BLAST score 


148 


E value 


2.0e-09 


Match length 


57 


% identity 


46 


NCBI Description 


(AC005970) putative reverse transcriptase [Arabidopsis 




thaliana] 


Seq. No. 


167619 


Seq. ID 


LIB3234-041-P1-K1-G7 


Method 




NCBI GI 


g3242787 


BLAST score 


480 


E value 


2.0e-48 


Match length 


125 


% identity 


78 


NCBI Description 


(AF055356) respiratory burst oxidase protein E [Arabidop. 




thaliana] 


Seq. No. 


167620 


Seq. ID 


LIB3234-041-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4586053 


BLAST score 


243 


E value 


1.0e-20 


Match length 


125 


% identity 


46 


NCBI Description 


(AC007020) putative lacasse [Arabidopsis thaliana] 


Seq. No. 


167621 


Seq. ID 


LIB3234-041-P1-K1-G9 


Method 


"D T TV Om "NT 

BLASTN 


NCBI GI 


g4586098 


BLAST score 


349 


E value 


0.0e+00 


Match length 


377 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 




(ESSA project) 


Seq. No. 


167622 


Seq. ID 


LIB3234-041-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3046855 


BLAST score 


77 


E value 


1.0e-35 


Match length 


137 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MSL1, complete sequence [Arabidopsis thaliana] 



Seq. No. 167623 



22654 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-H12 

BLASTX 

gl20675 

424 

7.0e-42 

100 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2 •1.12), cytosolic - white mustard 
>gi_2114 3_emb_CAA27 844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167624 

LIB3234-041-P1-K1-H4 

BLASTN 

g3242700 

183 

9.0e-99 

191 

63 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167625 

LIB3234-041-P1-K1-H5 

BLASTX 

g2160694 

4 92 

8.0e-50 

125 

78 

(U73528) B T regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167626 

LIB3234-041-P1-K1-H6 

BLASTN 

g403417 

107 

2.0e-53 

118 

97 

Arabidopsis thaliana Columbia bZIP protein GBF4 gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167627 

LIB3234-041-P1-K1-H7 

BLASTX 

g3522943 

360 

2.0e-34 

124 

28 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 



167628 



22655 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-041-P1-K1-H9 

BLASTX 

g3023934 

213 

2.0e-17 

80 
50 

HISTONE DEACETYLASE 2 (HD2 ) (YY1 TRANSCRIPTION FACTOR 
BINDING PROTEIN) >gi_1667396 (U31758) transcriptional 
regulator homolog RPD3 [Mus musculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167629 

LIB3234-043-P1-K1-A1 

BLASTN 

g2088638 

356 

0.0e+00 

411 

99 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167630 

LIB3234-043-P1-K1-A10 

BLASTN 

g4691223 

36 

1.0e-10 

36 
100 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

167631 

LIB3234-043-P1-K1-A12 

BLASTX 

g4678299 

622 

5.0e-65 

122 

99 

(AL04 9655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167632 

LIB3234-04 3-P1-K1-A2 

BLASTX 

g3869088 

599 

2.0e-62 

117 
98 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 



Seq. No. 
Seq. ID 
Method 



167633 

LIB3234-043-P1-K1-A4 
BLASTN 



22656 



NCBI GI 


g2264316 


BLAST score 


288 


E value 


1.0e-161 


Match length 


405 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MROll, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167634 


Seq. ID 


LIB3234-043-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


148 


E value 


1.0e-77 


Match length 


303 


% identity 


65 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC T3Plc 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


167635 


Seq. ID 


LIB3234-043-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4490733 


BLAST score 


468 


E value 


5.0e-47 


Match length 


96 


% identity 


100 


NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 


Seq. No. 


167636 


Seq. ID 


LIB3234-04 3-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4559396 


BLAST score 


600 


E value 


2.0e-62 


Match length 


129 


% identity 


96 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167637 


Seq. ID 


LIB3234-043-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2656030 


BLAST score 


345 


E value 


0.0e+00 


Match length 


406 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MUL8 


Seq. No. 


167638 


Seq. ID 


LIB3234-043-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g2494110 


BLAST score 


331 


E value 


0.0e+00 


Match length 


367 



22657 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167639 

LIB3234-043-P1-K1-B5 

BLASTN 

g3337347 

43 

6.0e-15 

67 

91 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167640 

LIB3234-043-P1-K1-B9 

BLASTN 

g4589445 

372 

0.0e+00 

396 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

167641 

LIB3234-04 3-P1-K1-C1 

BLASTN 

g3133272 

301 

1.0e-169 

405 
92 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

167642 

LIB3234-043-P1-K1-C10 

BLASTN 

g2828188 

160 

6.0e-85 

232 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167643 

LIB3234-043-P1-K1-C11 

BLASTX 

g3033375 

281 

5.0e-25 

103 
88 

(AC004238) putative berberine bridge enzyme [Arabidopsis 



22658 



II 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167644 

LIB3234-043-P1-K1-C12 

BLASTN 

g3894179 

305 

1.0e-171 

393 

94 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167645 

LIB3234-043-P1-K1-C3 

BLASTN 

g4666247 

66 

1.0e-28 

220 
83 

Arabidopsis thaliana DNA for germin-like protein precursor, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167646 

LIB3234-043-P1-K1-C7 

BLASTX 

g4115377 

152 

6.0e-10 

102 

38 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



167647 

LIB3234-043-P1-K1-C9 

BLASTX 

gll43322 

295 

7.0e-27 

102 

61 

(U40979) alfa-carboxyltransf erase precursor [Glycine max] 
167648 

LIB3234-04 3-P1-K1-D2 

BLASTX 

g82207 

602 

1.0e-62 
134 

87 

hypothetical protein 1708 - common tobacco chloroplast 
167649 

LIB3234-04 3-P1-K1-D3 
BLASTX 



22659 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185507 
466 

1.0e-46 

121 
81 

(AF100163) EZA1 [Arabidopsis thaliana] 
167650 

LIB3234-043-P1-K1-D5 

BLASTN 

g3449332 

214 

1.0e-117 

331 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167651 

LIB3234-04 3-P1-K1-D8 

BLASTX 

gll07501 

393 

3.0e-38 

99 
80 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

167652 

LIB3234-043-P1-K1-E10 

BLASTN 

g336274 

90 

6.0e-43 

257 
88 

Alnus incana chloroplast 23S rRNA, 4 . 5S rRNA, 5S rRNA, 
tRNA-Arg, and tRNA-Asn genes 

167653 

LIB3234-043-P1-K1-E11 

BLASTN 

gl448916 

359 

0.0e+00 

399 

97 

Arabidopsis thaliana threonine synthase mRNA, 3' end of cds 
167654 

LIB3234-04 3-P1-K1-E12 

BLASTN 

g4580732 

53 



22660 



E value 
Match length 
% identity 
NCBI Description 



7.0e-21 

101 

88 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167655 

LIB3234-043-P1-K1-E2 

BLASTX 

gl!69515 

625 

2.0e-65 
121 

98 

EM-LIKE PROTEIN GEA1 >gi_21197 68_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77 509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA7 7 97 9_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 

167656 

LIB3234-043-P1-K1-E3 

BLASTX 

g3335171 

528 

5.0e-54 

122 

84 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
167657 

LIB3234-04 3-P1-K1-E5 

BLASTX 

g2384956 

231 

3.0e-19 

134 

34 

(AF022985) No definition line found [Caenorhabditis 
elegans] 

167658 

LIB3234-043-P1-K1-E7 

BLASTN 

gl2218 

224 

1.0e-123 

264 
96 

Sinapis alba chloroplast trnG gene for transfer RNA-Gly 
167659 

LIB3234-043-P1-K1-E8 

BLASTX 

gl31360 

241 



22661 



II 



E value 
Match length 
% identity 
NCBI Description 



2.0e-20 

61 
80 

PHOTOS YSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209__emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37) [Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167660 

LIB3234-04 3-P1-K1-F4 

BLASTX 

g728873 

168 

7 .Oe-12 

37 
81 

L-ASCORBATE PEROXIDASE, CYTOSOLIC (AP) 

>gi_322534_pir S28856 L-ascorbate peroxidase (EC 

1.11.1.11), cytosolic - Arabidopsis thaliana 
>gi_16173_emb_CAA42168_ (X59600) L-ascorbate peroxidase 

[Arabidopsis thaliana] >gi_217 833_dbj_BAA03334_ (D14442) 
ascorbate peroxidase [Arabidopsis thaliana] >gi_1532170 

(U63815) ascorbate peroxidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167661 

LIB3234-043-P1-K1-F5 

BLASTX 

gl32074 

193 

3.0e-15 

62 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063__pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167662 

LIB3234-04 3-P1-K1-F9 

BLASTX 

gll7820 

245 

8.0e-21 

50 
100 

CYTOCHROME B6 >gi_625192_pir CBSP6 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - spinach chloroplast >gi_12285_emb_CAA3012£ 
(X07106) petB [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167663 

LIB3234-043-P1-K1-G12 

BLASTX 

g3157930 

82 

7.7e-02 

113 



22662 



% identity 

NCBI Description 



90 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus * ESTs gb_Z4854 8 and gb_Z4854 9 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


167664 


Seq. ID 


LIB3234-04 3-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3327196 


BLAST score 


281 


E value 


5.0e-25 


Match length 


75 


% identity 


11 


NCBI Description 


(AB014591) KIAA0691 protein [Homo sapiens] 


Seq. No. 


167665 


Seq. ID 


LIB3234-043-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2245110 


BLAST score 


271 


E value 


7.0e-24 


Match length 


54 


% identity 


98 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


167666 


Seq. ID 


LIB3234-043-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2244788 


BLAST score 


150 


E value 


9.0e-79 


Match length 


333 


% identity 


94 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


167667 


Seq. ID 


LIB3234-043-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2605714 


BLAST score 


438 


E value 


2.0e-43 


Match length 


107 


% identity 


81 


NCBI Description 


(AF026275) beta-tonoplast intrinsic protein [Arabidoj 




thaliana] 


Seq. No. 


167668 


Seq. ID 


LIB3234-043-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3985955 


BLAST score 


303 


E value 


1.0e-170 


Match length 


396 


% identity 


77 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22663 



MTH16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167669 

LIB3234-043-P1-K1-H1 

BLASTN 

g4589950 

367 

0.0e+00 

408 

97 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167670 

LIB3234-043-P1-K1-H11 

BLASTN 

g3757512 

121 

1.0e-61 

171 

62 

Arabidopsis thaliana chromosome II BAC F12A24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167671 

LIB3234-043-P1-K1-H12 

BLASTN 

g4309747 

292 

1.0e-163 

312 

28 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167672 

LIB3234-043-P1-K1-H2 

BLASTN 

g3402695 ^ 

50 

4.0e-19 

155 
87 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167673 

LIB3234-043-P1-K1-H3 

BLASTX 

g4678307 

580 

4 ,0e-60 

116 
100 

(AL049655) vacuolar protein sorting-like protein 
[Arabidopsis thaliana] 



22664 



il 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167674 

LIB3234-043-P1-K1-H4 

BLASTN 

gl946354 

230 

1.0e-126 

406 
100 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167675 

LIB3234-046-P1-K1-A1 

BLASTX 

g3785999 

470 

3.0e-47 

107 
84 

(AC0054 99) putative peptidyl-prolyl cis-trans isomerase 
[Arabidopsis thaliana] 

167676 

LIB3234-04 6-P1-K1-A10 

BLASTN 

g2924257 

66 

1.0e-28 

191 
90 

Tobacco chloroplast genome DNA 
167677 

LIB3234-04 6-P1-K1-A11 

BLASTN 

g3327867 

389 

0.0e+00 

389 

100 

Arabidopsis thaliana CIP7 mRNA for COPl-Interacting Protein 
7, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167678 

LIB3234-04 6-P1-K1-A12 

BLASTN 

g2154718 

340 

0.0e+00 

390 

97 

A. thaliana nit2 gene, nitl gene and nit 3 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167679 

LIB3234-046-P1-K1-A2 

BLASTX 

g2317902 



22665 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



714 

7.0e-76 

130 
100 

(U89959) hypothetical protein [Arabidopsis thaliana] 
167680 

LIB3234-04 6-P1-K1-A3 

BLASTX 

g2262167 

578 

7.0e-60 

110 
100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167681 

LIB3234-046-P1-K1-A4 

BLASTX 

g99992 

485 

5.0e-49 

129 
53 

protein disulf ide-isomerase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >giJL66418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

167682 

LIB3234-04 6-P1-K1-A5 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

167683 

LIB3234-04 6-P1-K1-A7 

BLASTX 

g3808062 

153 

4.0e-10 

66 
44 

(AB019195) PV100 [Cucurbita maxima] 
167684 

LIB3234-04 6-P1-K1-A8 

BLASTX 

g!814424 

223 

3.0e-18 

77 



22666 



© 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
167685 

LIB3234-04 6-P1-K1-A9 

BLASTX 

g4678299 

661 

1.0e-69 

126 
100 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167686 

LIB3234-046-P1-K1-B1 

BLASTX 

g2262116 

664 

5.0e-70 

129 

98 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



167687 

LIB3234-04 6-P1-K1-B11 

BLASTX 

gl592675 

313 

8.0e-29 

108 
61 

(X91919) LEA7 6 homologue typel [Arabidopsis thaliana] 
167688 

LIB3234-046-P1-K1-B12 

BLASTX 

gl619602 

369 

2.0e-35 

87 

79 

(Y08726) MtN3 [Medicago truncatula] 
167689 

LIB3234-04 6-P1-K1-B2 

BLASTX 

gl592677 

193 

9.0e-15 

38 
100 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
167690 

LIB3234-04 6-P1-K1-B4 
BLASTN 



22667 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589969 
147 

6.0e-77 

262 
61 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167691 

LIB3234-04 6-P1-K1-B5 

BLAST N 

g2213606 

390 

O.Oe-fOO 

390 
100 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167692 

LIB3234-04 6-P1-K1-B7 

BLASTX 

gl592677 

201 

9.0e-16 

92 
49 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167693 

LIB3234-04 6-P1-K1-B8 

BLASTX 

g3176874 

545 

4.0e-56 

121 

89 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



167694 

LIB3234-04 6-P1-K1-B9 

BLASTX 

g2511725 

674 

4.0e-71 

128 
100 

(AF021937) catalase 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



167695 

LIB3234-046-P1-K1-C1 

BLASTX 

gll2740 

269 

1.0e-23 

117 



22668 



% identity 

NCBI Description 



52 

NAP IN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 


167696 


Seq. ID 


LIB3234-04 6-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2622920 


BLAST score 


304 


E value 


9.0e-28 


Match length 


123 


% identity 


44 


NCBI Description 


(AE000933) dTDP-glucose 4 , 6-dehydratase [Methanobacterium 




thermoautotrophicum] 


Seq. No* 


167697 


Seq. ID 


LIB3234-04 6-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2213608 


BLAST score 


233 


E value 


2.0e-19 


Match length 


129 


% identity 


36 


NCBI Description 


(AC000103) F21J9.2 [Arabidopsis thaliana] 


Seq. No. 


167698 


Seq. ID 


LIB3234-04 6-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl502428 


BLAST score 


335 


E value 


2.0e-31 


Match length 


66 


% identity 


100 


NCBI Description 


(U62330) phosphate transporter [Arabidopsis thaliana] 




>gi_2258116_dbj_BAA21503_ (D86591) inorganic phosphate 




transporter [Arabidopsis thaliana] 




>gi_2258118_dbj_BAA21504_ (D86608) inorganic phosphate 




transporter [Arabidopsis thaliana] 


Seq. No. 


167699 


Seq. ID 


LIB3234-04 6-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4092472 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 




cM, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167700 


Seq. ID 


LIB3234-04 6-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


50 



22669 



E value 
Match length 
% identity 
NCBI Description 



4.0e-19 

188 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 


167701 


Seq. ID 


LIB3234-046-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


360 


E value 


2.0e-34 


Match length 


73 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


167702 


Seq. ID 


LIB3234-04 6-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4704824 


BLAST score 


359 


E value 


3.0e-34 


Match length 


117 


% identity 


60 


NCBI Description 


(AF139377) stearoyl acyl ca 




Lldd3A20 [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



167703 

LIB3234-04 6-P1-K1-C7 

BLASTX 

g2244905 

208 

2.0e-16 

54 
80 

(Z 97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

167704 

LIB3234-04 6-P1-K1-C8 

BLAST N 

g4220643 

356 

0.0e+00 

384 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

167705 

LIB3234-04 6-P1-K1-C9 

BLASTX 

g343503 

183 

1.0e-13 

36 
100 



22670 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L12250) ribosomal protein S12 [Nicotiana plumbaginif olia] 
>gi_1334367_emb_CAA27200_ (X03481) rpsl2-like coding 
sequence [Nicotiana tabacum] >gi_292427 6_emb_CAA7 7 4 2 9_ 
(Z00044) ribosomal protein S12 [Nicotiana tabacum] 
>gi_2 924283__emb_CAA7743 6_ (Z00044) ribosomal protein S12 
[Nicotiana tabacum] 

167706 

LIB3234-04 6-P1-K1-D1 

BLASTX 

gll07501 

378 

2.0e-36 

119 
66 

(X91954) orf [Arabidopsis thaliana] >gi_J3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594 f gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167707 

LIB3234-046-P1-K1-D11 

BLASTN 

g4510392 

210 

1.0e-114 

387 
100 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167708 

LIB3234-04 6-P1-K1-D12 

BLASTN 

g3135250 

56 

1.0e-22 

100 
89 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167709 

LIB3234-04 6-P1-K1-D2 

BLASTX 

g4678306 

132 

1.0e-ll 

83 
46 

(AL04 9655) kinesin-like protein [Arabidopsis thaliana] 
167710 

LIB3234-04 6-P1-K1-D3 

BLASTN 

g4733952 

279 



22671 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-156 

387 
93 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

167711 

LIB3234-046-P1-K1-D4 

BLASTN 

g2564049 

392 

0.0e+00 

392 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

167712 

LIB32 34-04 6-P1-K1-D6 

BLASTX 

g4006827 

259 

2.0e-22 

130 

44 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
167713 

LIB3234-04 6-P1-K1-D7 

BLASTX 

g2582381 

604 

6.0e-63 

127 
87 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167714 

LIB3234-04 6-P1-K1-D8 

BLASTX 

gll2682 

158 

4.0e-23 

124 

55 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167715 

LIB32 34-04 6-P1-K1-D9 

BLASTN 

g4589421 

36 



22672 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-ll 

70 
97 

Arabidopsis thaliana genomic DNA, 
K5K13, complete sequence 



chromosome 3, TAC clone: 



167716 

LIB3234-046-P1-K1-E1 

BLASTX 

gll69476 

595 

7.0e-62 

113 
100 

ELONGATION FACTOR 1 -ALPHA {EF-1 -ALPHA) 
ADHESION PROTEIN 1) (PVN1) >gi_439577 



(VITRONECTIN-LIKE 
U04632) 



vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167717 

LIB3234-04 6-P1-K1-E10 

BLASTN 

g2264316 

38 

6.0e-12 

156 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone: 



167718 

LIB3234-046-P1-K1-E11 

BLASTX 

gll84075 

153 

4.0e-10 

129 
1 

(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi__1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167719 

LIB3234-04 6-P1-K1-E12 

BLASTX 

g633890 

287 

8.0e-26 



65 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



167720 

LIB3234-04 6-P1-K1-E2 

BLASTX 

g82232 

562 



22673 



® 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-58 

129 
84 

rpoC protein homolog 



- common tobacco chloroplast 



167721 

LIB3234-04 6-P1-K1-E3 

BLASTX 

g2708750 

316 

3.0e-29 

128 

55 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 

167722 

LIB3234-04 6-P1-K1-E4 

BLASTX 

gl077345 

154 

3.0e-10 

82 
40 

hypothetical protein YLR290c - yeast (Saccharomyces 
cerevisiae) >gi_596046 (U17243) L8003.16 gene product 
[Saccharomyces cerevisiae] 

167723 

LIB3234-04 6-P1-K1-E5 

BLASTX 

g2454184 

629 

7.0e-66 

127 
99 

(U8 018 6) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

167724 

LIB3234-04 6-P1-K1-E6 

BLASTN 

g3367500 

329 

0.0e+00 

394 

96 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

167725 

LIB3234-04 6-P1-K1-E7 

BLASTX 

g3402716 

183 

1.0e-13 

85 



22674 



% identity 


49 


NCBI Description 


(AC004261) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167726 


Seq. ID 


LIB3234-04 6-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


516 


E value 


1.0e-52 


Match length 


127 


% identity 


81 


NCBI Description 


(ABO 07 907) 6-phosphogluconate dehydrogenase [Glycine 


Seq. No. 


167727 


Seq. ID 


LIB3234-04 6-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g465835 


BLAST score 


443 


E value 


4.0e-44 


Match length 


129 


% identity 


64 


NCBI Description 


HYPOTHETICAL 272.0 KD PROTEIN C50C3.6 IN CHROMOSOME 



>gi_630577_pir S44625 C50C3.6 protein - Caenorhabditis 

elegans >gi_289658 (L14433) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167728 

LIB3234-04 6-P1-K1-F10 

BLASTX 

gl35406 

418 

3.0e-41 

80 

97 

TUBULIN ALPHA- 3 /ALP HA- 5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167729 

LIB3234-04 6-P1-K1-F11 

BLASTX 

gll9143 

605 

4.0e-63 

115 
100 

ELONGATION FACTOR 1 -ALPHA 

>gi_81606_pir S06724 tran 

alpha chain - Arabidopsis 
(X16430) elongation factor 
>gi_l 36992 7_emb_CAA3 4 4 5 4_ 
1-alpha [Arabidopsis thali 
(X16431) elongation factor 
>gi_1532172 (U63815) EF-la 
>gi__1532173 (U63815) EF-la 
>gi_1532174 (U63815) EF-la 



(EF-1-ALPHA) 

slation elongation factor eEF-1 
thaliana >gi_2 95788_emb_CAA34 453_ 
1-alpha [Arabidopsis thaliana] 
(X16431) elongation factor 
ana] >gi_1369928_emb_CAA34 4 55_ 
1-alpha [Arabidopsis thaliana] 
lpha-Al [Arabidopsis thaliana] 
lpha-A2 [Arabidopsis thaliana] 
lpha-A3 [Arabidopsis thaliana] 



22675 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167730 

LIB3234-04 6-P1-K1-F12 

BLASTX 

g4204298 

558 

1.0e-57 

125 
86 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

167731 

LIB3234-046-P1-K1-F4 

BLASTX 

g4586109 

314 

6.0e-29 

58 

100 

(AL049638) putative protein [Arabidopsis thaliana] 
167732 

LIB3234-04 6-P1-K1-F5 

BLASTX 

g2894598 

696 

1.0e-73 
131 

100 

(AL02188 9) putative protein [Arabidopsis thaliana] 
167733 

LIB3234-04 6-P1-K1-F7 

BLASTX 

g2832703 

381 

7.0e-37 

79 

95 

(AL021713) potassium channel protein KAT2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167734 

LIB3234-04 6-P1-K1-F9 

BLASTX 

g4507311 

215 

2.0e-17 

103 
40 

suppressor of Ty (S . cerevisiae) 4 homolog 1 
>gi_3122873_sp_Q16550_SPT4_HUMAN TRANSCRIPTION INITIATION 
PROTEIN SPT4 HOMOLOG 1 >gi_1209779 (U43923) similar to 
Saccharomyces cerevisiae Spt4; protein has potential 
N-terminal zinc-finger [Homo sapiens] >gi_1401053 (U38818) 
SUPT4H [Homo sapiens] >gi_1401055 (U38817) SUPT4H [Homo 



22676 



sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 
>gi_377 9194 (U96809) chromatin structural protein homolog 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167735 

LIB3234-04 6-P1-K1-G1 

BLASTN 

g4220643 

363 

0.0e+00 

388 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



167736 

LIB3234-04 6-P1-K1-G10 

BLASTX 

gll68410 

639 

5.0e-67 

129 

94 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927 505_emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

167737 

LIB3234-04 6-P1-K1-G11 

BLASTN 

g4586065 

95 

6.0e-46 

231 
85 

Arabidopsis thaliana chromosome II BAC T17A11 genomic 
sequence, complete sequence 

167738 

LIB3234-04 6-P1-K1-G12 

BLASTN 

g2264307 

225 

1.0e-123 

255 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24 , complete sequence [Arabidopsis thaliana] 

167739 

LIB3234-04 6-P1-K1-G2 

BLASTX 

g4262250 

459 

6.0e-46 

91 



22677 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
167740 

LIB3234-046-P1-K1-G3 

BLASTX 

g!592677 

382 

6.0e-37 

123 

69 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
167741 

LIB3234-04 6-P1-K1-G7 

BLASTN 

g3659491 

385 

0. 0e+00 
385 
100 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167742 

LIB3234-04 6-P1-K1-G9 

BLASTN 

g2924733 

135 

7.0e-70 

207 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167743 

LIB3234-04 6-P1-K1-H1 

BLASTX 

gl916613 

517 

9.0e-53 

108 

100 

(U6202 9) acetyl-CoA carboxylase [Arabidopsis thaliana] 
167744 

LIB3234-04 6-P1-K1-H10 

BLASTX 

g3264778 

562 

4.0e-58 

118 

93 

(AF072536) H-protein promoter binding factor-1 [Arabidopsis 
thaliana] 



Seq. No. 



167745 



22678 



Seq. ID 


LIB3234-04 6-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3449327 


BLAST score 


340 


E value 


0.0e+00 


Match length 


379 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, P! 




MCA23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167746 


Seq. ID 


LIB3234-04 6-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3395441 


BLAST score 


431 


E value 


1.0e-42 


Match length 


110 


% identity 


75 


NCBI Description 


(AC004683) unknown protein [Arabidopsis thaliana] 


Seq. No. 


167747 


Seq. ID 


LIB3234-04 6-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


540 


E value 


2.0e-55 


Match length 


112 


% identity 


92 


NCBI Description 


(AC003027) lcl_prt__seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


167748 


Seq. ID 


LIB3234-04 6-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g4519187 


BLAST score 


115 


E value 


5.0e-58 


Match length 


315 



clone : 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



94 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K1G2, complete sequence 

167749 

LIB3234-046-P1-K1-H4 

BLASTX 

gl628583 

674 

4.0e-71 

129 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167750 

LIB3234-04 6-P1-K1-H5 
BLASTN 



22679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510339 
400 

0.0e+00 

400 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167751 

LIB3234-04 6-P1-K1-H6 

BLASTN 

g3241927 

227 

1.0e-125 

271 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Qprr KJo 

L_/ ^ \-A . Lv \_/ ■ 


167752 


Seq. ID 


LIB3234-04 6-P1-K1-H8 


Method 


BLASTX 


NCRT GI 


g4490330 


RT.AST score 


558 


E value 


1.0e-57 


Match length 


128 


% -i Hpnt i t V 


87 


KTPRT np^rrinH on 


(AL035656) splicing factor-like protein [Arabidops 




thaliana ] 




167753 




LIB3234-04 6-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


45 


E value 


4.0e-16 


Match length 


168 


% identity 


83 


NCBI Description 


B.oleracea mRNA for I FA binding protein (splO) 


Seq. No. 


167754 


Seq. ID 


LIB3234-047-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3241926 


BLAST score 


85 


E value 


2.0e-40 


Match length 


157 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSG15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


167755 


Seq. ID 


LIB3234-047-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4757414 


BLAST score 


322 


E value 


0.0e+00 



22680 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



354 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24 , complete sequence 

167756 

LIB3234-047-P1-K1-A2 

BLASTX 

gl352663 

478 

4.0e-48 

91 

99 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 

SUBUNIT >gi_1076388_pir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 
>gi 466441 (M96841) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] 

>gi__4559341__gb_AAD23003.1_AC007087_22 (AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb_AAD23731.1_AC005956_20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 

167757 

LIB3234-04 7-P1-K1-A4 

BLASTX 

gl084351 

155 

9.0e-15 

83 
58 

napin - rape >gi_468018 (U04943) napin [Brassica napus] 
>gi__468020 (U04944) napin [Brassica napus] 

167758 

LIB3234-04 7-P1-K1-A5 

BLASTX 

gl903360 

184 

8.0e-14 

76 
54 

(AC000104) Similar to Arabidopsis 2A6 (gb_X83096) . EST 
gb_T7 6913 comes from this gene. [Arabidopsis thaliana] 

167759 

LIB3234-047-P1-K1-A6 

BLASTX 

g3687228 

504 

5.0e-51 

112 
95 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 



22681 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167760 

LIB3234-047-P1-K1-A7 

BLASTN 

g3236234 

35 

3.0e-10 

122 
82 

Arabidopsis thaliana chromosome II BAG F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167761 

LIB3234-047-P1-K1-A9 

BLASTX 

g2583125 

52 

5.0e-55 

118 

96 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167762 

LIB3234-047-P1-K1-B1 

BLASTN 

g2351062 

404 

0.0e+00 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167763 

LIB3234-047-P1-K1-B10 

BLASTN 

g4544435 

184 

4.0e-99 

333 

96 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167764 

LIB3234-047-P1-K1-B11 

BLASTN 

g4519195 

68 

8.0e-30 

172 
45 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MQC12, complete sequence 



Seq. No. 
Seq. ID 



167765 

LIB3234-047-P1-K1-B12 



22682 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3786005 

372 

8.0e-36 

87 
63 

(AC005499) putative phosphoethanolamine 
cytidylyltransf erase [Arabidopsis thaliana] 

167766 

LIB3234-047-P1-K1-B2 

BLASTX 

gll68972 

258 

2.0e-22 

56 
95 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 

PRECURSOR >gi__480969_pir S37557 clpA protein - rape 

(fragment) >gi_4 06311_emb_CAA53077_ (X75328) clpA [Brassica 
napus] 

167767 

LIB3234-047-P1-K1-B3 

BLASTN 

g3212102 

297 

1.0e-166 

373 

100 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

167768 

LIB3234-04 7-P1-K1-B4 

BLASTX 

g!20675 

450 

6.0e-45 

89 
94 

GLYCERALDEHYDE 
>gi_66011_pir_ 
dehydrogenase (EC 1.2.1 
>gi_2 114 3__emb_CAA2 7 8 4 4_ 
alba] 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
DEIS3C glyceraldehyde-3-phosphate 

12), cytosolic - white mustard 
(X04301) GAPDH (aa 1-338) [Sinapis 



Seq. No. 167769 

Seq. ID LIB323 

Method BLASTX 

NCBI GI g33351 

BLAST score 533 

E value 1.0e-5 

Match length 119 

% identity 83 

NCBI Description (AF067 
>gi_4 4 



4-047-P1-K1-B5 

69 

4 



857) embryo-specific protein 1 [Arabidopsis thaliana] 
55197_emb_CAB36520. 1_ (AL035440) embryo-specific 



22683 



# 



protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167770 

LIB3234-047-P1-K1-B6 

BLASTX 

g2160133 

287 

9.0e-26 

119 

54 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23. 3, F19K23.15. ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167771 

LIB3234-047-P1-K1-B8 

BLASTX 

g3377797 

477 

5.0e-48 

121 

77 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167772 

LIB3234-047-P1-K1-C10 

BLASTX 

gl216389 

510 

4.0e-52 

95 
99 

(U39289) myrosinase-associated protein [Brassica napus] 

>gi_1589009_prf 22094 32A myrosinase-associated 

protein: ISOTYPE=5 [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167773 

LIB3234-047-P1-K1-C12 

BLASTX 

g4204298 

572 

3.0e-59 

127 
85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167774 

LIB3234-047-P1-K1-C2 

BLASTX 

g4510383 

421 



22684 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-41 

111 
76 

(AC007017] 



unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167775 

LIB3234-04 7-P1-K1-C3 

BLASTN 

g3327922 

119 

3.0e-60 

388 
98 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167776 

LIB3234-04 7-P1-K1-C5 

BLASTX 

g2160158 

466 

9.0e-47 

109 

83 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gbJT20564, gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

167777 

LIB3234-047-P1-K1-C7 

BLASTX 

g2924779 

277 

6.0e-25 

84 

69 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA2524 8_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

167778 

LIB3234-047-P1-K1-D1 

BLASTN 

g3449313 

75 

5.0e-34 

226 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 

167779 

LIB3234-04 7-P1-K1-D11 

BLASTX 

g228416 



22685 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



478 

3.0e-48 

118 
87 

oleosin [Brassica napus] 
167780 

LIB3234-047-P1-K1-D12 

BLASTX 

g3269286 

498 

1.0e-50 

120 
89 

(AL030978) putative protein [Arabidopsis thaliana] 
167781 

LIB3234-047-P1-K1-D3 

BLASTX 

gl864017 

521 

3.0e-53 

100 
99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
167782 

LIB3234-047-P1-K1-D4 

BLASTX 

g2118220 

405 

1.0e-39 

97 
56 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812. 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976__gb_AAD26493. 1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167783 

LIB3234-047-P1-K1-D6 

BLASTX 

gl345973 

311 

7.0e-29 

61 
97 

OMEGA- 3 FATTY ACID DESATURASE, 
>gi_541882_pir JQ2335 omega-3 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



(EC 



1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 (L22931) 



22686 



omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi__1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167784 

LIB3234-047-P1-K1-D7 

BLASTX 

g544134 

261 

1.0e-22 

90 
51 

DNA- DAMAGE- RE PAI R/ T OLE RAT ION PROTEIN DRT100 PRECURSOR 

>gi_99720_pir S228 63 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A4 6260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167785 

LIB3234-047-P1-K1-D8 

BLASTX 

g2199574 

560 

9.0e-58 

106 

99 

(AF004293) aquaporin [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167786 

LIB3234-047-P1-K1-E1 

BLASTN 

g3449312 

286 

1.0e-160 

337 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167787 

LIB3234-047-P1-K1-E10 

BLASTN 

g4589439 

344 

0.0e+00 

348 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQM1, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167788 

LIB3234-047-P1-K1-E11 

BLASTX 

gll5767 

568 



22687 



E value 
Match length 
% identity 
NCBI Description 



9.0e- 

110 



-59 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603j?ir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



167789 

LIB3234-047-P1-K1-E2 

BLASTX 

g729857 

170 

3.0e-12 

87 
38 

SERINE /THREONINE-PROTEIN KINASE IRE1 PRECURSOR 
>gi_539088_pir A47541 protein kinase IRE1 (EC 2. 



precursor - yeast (Saccharomyces cerevisiae) 
(L19640) ERN1 [Saccharomyces cerevisiae] 



7.1.-) 

>gi_393281 



167790 

LIB3234-047-P1-K1-E4 

BLASTN 

g2454183 

60 

4.0e-25 

124 

87 

Arabidopsis thaliana pyruvate dehydrogenase El beta subunit 
mRNA, nuclear gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167791 

LIB3234-047-P1-K1-E5 

BLASTX 

g4586109 

169 

5.0e-12 

41 
71 

(AL04 9638) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



167792 

LIB3234-047-P1-K1-E6 

BLASTX 

g3335171 

549 

2.0e-56 

121 
87 

(AF067858) embryo-specific protein 3 
167793 

LIB3234-047-P1-K1-E7 



[Arabidopsis thaliana] 



22688 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3924596 

212 

5.0e-17 

106 
43 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



167794 

LIB3234-047-P1-K1-E8 

BLASTN 

g304040 

152 

5.0e-80 

172 

97 

Alnus incana chloroplast 23S ribosomal 



RNA (23S rRNA) gene 



167795 

LIB3234-047-P1-K1-F1 

BLASTX 

gl345973 

285 

1.0e-25 

62 
90 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi___541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



167796 
LIB323 
BLASTX 
g30470 
143 

4.0e-l 

104 
50 

(AF058 
precur 



4-047-P1-K1-F10 

82 

9 



914) similar to Vigna radiata pectinacetylesterase 
sor (GB:X99348) [Arabidopsis thaliana] 



167797 

LIB3234-047-P1-K1-F11 

BLASTN 

g4589428 

187 

1.0e-101 

378 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22689 



II 



MFH8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167798 

LIB3234-047-P1-K1-F12 

BLASTX 

g3132471 

192 

9.0e-42 

91 

99 

(AC003096) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167799 

LIB3234-04 7-P1-K1-F2 

BLASTX 

g4115387 

365 

6.0e-35 

71 

100 

(AC005967) putative NAD P- dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167800 

LIB3234-047-P1-K1-F3 

BLASTN 

g3869063 

346 

0.0e+00 

374 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17022, complete sequence [Arabidopsis thaliana] 

167801 

LIB3234-047-P1-K1-F4 

BLASTX 

g625977 

534 

1.0e-54 

107 
96 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167802 

LIB3234-047-P1-K1-F5 

BLASTX 

g2586127 

253 

8.0e-22 

99 
51 

(U89510) b-keto acyl reductase [Hordeum vulgare] 



22690 



Seq. No. 


167803 


Seq. ID 


LIB3234-047-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


555 


E value 


3.0e-57 


Match length 


122 


% identity 


88 


NCBI Description 


{ AFO 67858) embr yo-spe 


Seq. No. 


167804 


Seq. ID 


LIB3234-047-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4038039 


BLAST score 


294 


E value 


1.0e-26 


Match length 


72 


% identity 


79 


NCBI Description 


(AC005936) putative p 




thaliana] 


Seq. No. 


167805 


Seq. ID - 


LIB3234-047-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g4538990 


BLAST score 


84 


E value 


1. 0e-39 


Match length 


183 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


Seq. No. 


167806 


Seq. ID 


LIB3234-047-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g3449312 


BLAST score 


261 


E value 


1.0e-145 


Match length 


342 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 



3 [Arabidopsis thaliana] 



putative proteinase inhibitor II [Arabidopsis 



T5L19 



K16L22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167807 

LIB3234-047-P1-K1-G2 

BLASTX 

g2894574 

495 

3.0e-50 

96 
98 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_29 61341_emb_CAA18099. 1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq. No. 



167808 



22691 



Seq. ID 

Method 
NCBI GI 
BLAST score 
■E value 
Match length 
% identity 
NCBI Description 



LIB3234-047-P1-K1-G3 

BLASTX 

gll8926 

276 

1.0e-24 

100 
53 

DES SI CAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167809 

LIB3234-047-P1-K1-G4 

BLASTX 

g4512619 

484 

7.0e-49 

101 
95 

(AC004793) This gene is a member of the formyl transferase 
family PF_00551 and may be a pseudogene of gb_X7 47 67 
phosphoribosylglycinamide formyl transferase (PUR3) from 
Arabidopsis thaliana since our sequence differs from 
PUR3... >gi_4753662_emb_CAA52779.2_ (X74767) 
phosphoribosylglycinamide formyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167810 

LIB3234-047-P1-K1-G7 

BLASTN 

g3150396 

196 

1.0e-106 

258 
94 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167811 

LIB3234-047-P1-K1-H12 

BLASTX 
g82200 
343 

2.0e-32 

131 

69 

hypothetical protein 1244 - common tobacco chloroplast 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



167812 

LIB3234-047-P1-K1-H4 

BLASTN 

g4512656 

159 

4 .Oe-84 



22692 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 
88 

Arabidopsis thaliana chromosome LI BAC F7D19 genomic 
sequence, complete sequence 

167813 

LIB3234-04 7-P1-K1-H5 

BLASTN 

g3510347 

53 

7.0e-21 

113 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 

167814 

LIB3234-047-P1-K1-H6 

BLASTN 

g4757414 

390 

0. 0e+00 

402 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

167815 

LIB3234-047-P1-K1-H7 

BLASTX 

g2292907 

246 

3.0e-21 

87 

31 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 
167816 

LIB3234-047-P1-K1-H9 

BLASTX 

g2655008 

377 

2.0e-36 

118 

56 

(AF017144) ( 1-4 ) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

167817 

LIB3234-04 8-P1-K1-A1 

BLASTX 

g3335169 

186 

6.0e-57 

123 
89 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 



22693 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__4455197_emb__CAB36520. 1_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

167818 

LIB3234-04 8-P1-K1-A11 

BLASTX 

g!216389 

123 

2.0e-56 

114 

97 

(U39289) myrosinase-associated protein [Brassica napus] 

>gi_1589009jprf 2209432A myrosinase-associated 

protein: IS0TYPE=5 [Brassica napus] 

167819 

LIB3234-048-P1-K1-A12 

BLASTN 

g4335711 

44 

1.0e-15 

146 
85 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167820 

LIB3234-048-P1-K1-A2 

BLASTN 

g2160132 

186 

1.0e-100 

314 

92 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167821 

LIB3234-048-P1-K1-A4 

BLASTN 

g2583106 

173 

2.0e-92 

357 

99 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167822 

LIB32 34-04 8-P1-K1-A5 

BLASTX 

g3135264 

332 

4.0e-31 
116 

61 

(AC003058) unknown protein [Arabidopsis thaliana] 



22694 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167823 

LIB3234-04 8-P1-K1-A6 

BLASTX 

gll4649 

313 

7.0e-29 

81 
85 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 
>gi 67899 pir LWLVA H+-transporting ATP synthase (EC 
3.6.1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653_emb_CAA28066_ (X04465) 
atpH [Marchantia polymorpha] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167824 

LIB32 34-04 8-P1-K1-A7 

BLASTX 

g485514 

151 

8.0e-10 

53 
51 

ADRll-2 protein - soybean (fragment) 

>gi__2964 4 3_emb_CAA4 9341_ (X69640) auxin down regulated 
[Glycine max] 



Seq. No. 


167825 




Seq. ID 


LIB3234-048 


-Pl-Kl-Bl 


Method 


BLASTX 




NCBI GI 


g2618688 




BLAST score 


386 




E value 


2.0e-37 




Match length 


118 




% identity 


69 




NCBI Description 


(AC002510) 


putative esterase 


Seq. No. 


167826 




Seq. ID 


LIB3234-048 


-P1-K1-B10 


Method 


BLASTX 




NCBI GI 


g3036810 




BLAST score 


219 




E value 


7.0e-18 




Match length 


62 




% identity 


65 




NCBI Description 


(AL022373) 


putative Myc-type 




[Arabidopsis thaliana] 


Seq. No. 


167827 




Seq. ID 


LIB3234-048 


-P1-K1-B11 


Method 


BLASTN 




NCBI GI 


g2264321 




BLAST score 


65 




E value 


4.0e-28 




Match length 


348 




% identity 


90 




NCBI Description 


Arabidopsis 


thaliana genomic 



DNA, chromosome 5, PI clone: 



22695 



MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167828 

LIB3234-04 8-P1-K1-B2 

BLASTX 

g2623962 

396 

2.0e-38 

81 
94 

(Y12540) isocitrate dehydrogenase (NADP+) 
graveolens] 



[Apium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167829 
LIB3234 
BLASTX 
gl36636 
316 

4 .Oe-29 

59 
98 

UBIQUITIN 
LIGASE 1) 
>gi_10764 
Arabidops 
Conjugati 
Ubiquitin 
>gi_16692 
thaliana] 
[Arabidop 



048-P1-K1-B3 



CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
(UBIQUITIN CARRIER PROTEIN 1) 

24_j?ir S43781 ubiquitin-conj ugating enzyme UBC1 - 

is thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
ng Enzyme (E . C . 6 . 3 . 2 . 19) >gi_29818 94_pdb_2AAK_ 

Conjugating Enzyme From Arabidopsis Thaliana 
4 (M62721) ubiquitin carrier protein [Arabidopsis 
>gi_431260 (L19351) ubiquitin conjugating enzyme 
sis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167830 

LIB3234-04 8-P1-K1-B4 

BLASTN 

g3327922 

67 

3. Oe-29 

348 

91 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167831 

LIB3234-048-P1-K1-B5 

BLASTX 

gl526424 

4 62 

2.0e-46 

105 
88 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 
167832 

LIB3234-04 8-P1-K1-B6 

BLASTN 

g4510338 

358 



22696 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



0.0e+00 

370 

99 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

167833 

LIB3234-04 8-P1-K1-B7 

BLASTX 

gl209258 

302 

1.0e-27 

76 
79 

(L31937) protease inhibitor II [Brassica rapa] 



167834 

LIB3234 

BLASTX 

gl29082 

355 

8.0e-34 

114 

69 

OLEOSIN 
>gi_178 
napus] 



-048-P1-K1-B8 



BN-III >gi_81692_pir S22475 oleosin BN-III - rape 

39_emb_CAA43941_ (X61937) oleosin BN-III [Brassica 
>gi_742387_prf 2009397A oleosin [Brassica napus] 



167835 

LIB3234-048-P1-K1-B9 

BLASTX 

g3193308 

336 

1.0e-31 

118 

64 

(AF069300) similar to Medicago truncatula MtN2 {GB:Y15293) 
[Arabidopsis thaliana] 

167836 

LIB3234-048-P1-K1-C1 

BLASTX 

gl363488 

340 

6.0e-32 

68 
99 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

167837 

LIB3234-048-P1-K1-C10 

BLASTX 

gll2741 

207 



22697 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 

72 

82 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

167838 

LIB3234-04 8-P1-K1-C11 

BLASTX 

g2956690 

296 

7.0e-27 

89 

75 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414928 
(AF079800) PsbY precursor [Arabidopsis thaliana] 

167839 

LIB3234-04 8-P1-K1-C12 

BLASTN 

g4220633 

70 

5.0e-31 

156 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 

167840 

LIB3234-048-P1-K1-C2 

BLASTX 

g543841 

523 

2.0e-53 

102 
99 

AD P - RI BOS YL AT I ON FACTOR 1 >gi_32251 8_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD2 6597 . 1_AC0 0723 6_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

167841 

LIB3234-048-P1-K1-C4 

BLASTN 

g2558511 

103 

9.0e-51 

107 
99 

Arabidopsis thaliana mRNA for proton pump interactor, 



22698 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



partial 
167842 

LIB3234-048-P1-K1-C5 

BLASTN 

g3046856 

308 

1.0e-173 

371 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

167843 

LIB3234-048-P1-K1-C6 

BLASTX 

gl36739 

602 

9.0e-63 

124 

95 

UTP — GLUCOSE- 1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

167844 

LIB3234-04 8-P1-K1-C8 

BLASTX 

g2129648 

532 

1.0e-54 

98 
100 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_12 63095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 

167845 

LIB3234-048-P1-K1-D10 

BLASTX 

g2129670 

229 

1.0e-22 

103 
61 

phosphoinositide-specific phospholipase C - Arabidopsis 
thaliana >gi_857374_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 

167846 

LIB3234-04 8-P1-K1-D11 

BLASTN 

g3420043 

319 

1.0e-179 



22699 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319 
100 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



048-P1-K1-D2 



Seq. No. 
Seq. ID 



167847 

LIB3234- 

BLASTX 

gll2682 

571 

4.0e-59 
122 



12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

167848 

LIB3234-048-P1-K1-D3 

BLASTX 

g4204298 

465 

1.0e-46 

120 
72 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

167849 

LIB3234-048-P1-K1-D4 

BLASTN 

g2828187 

96 

1.0e-4 6 

236 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

167850 

LIB3234-048-P1-K1-D5 

BLASTX 

g82201 

214 

3.0e-17 

104 
36 

hypothetical protein 131 - common tobacco chloroplast 
>gi_11879_emb_CAA77392_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223680_emb_CAA77 401_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_22524 9_prf 1211235CH ORF 131 [Nicotiana tabacum] 

167851 

LIB3234-048-P1-K1-D6 



22700 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4558674 

134 

3.0e-69 

265 
92 

Arabidopsis thaliana chromosome II BAC F7B19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167852 

LIB3234-048-P1-K1-D8 

BLASTX 

gl29083 

166 

1.0e-ll 

78 
50 

OLEOSIN BN-V >gi_280390_pir S25089 oleosin Bn-V - rape 

(fragment) >gi_808 944_emb_CAA45313_ (X63779) oleosin BN-V 
[Brassica napus] 





167853 




Seq. ID 


LIB3234-04E 


S-P1-K1-D9 


Method 


BLASTX 




NCBI GI 


g4588906 ' 




BLAST score 


387 




E value 


1.0e-37 




Match length 


98 




% identity 


77 


ribosomal protein S7 


NCBI Description 


(AF118149) 


Seq. No. 


167854 




Seq. ID 


LIB3234-04? 


S-P1-K1-E1 


Method 


BLASTX 




NCBI GI 


g4185511 




BLAST score 


459 




E value 


5.0e-46 




Match length 


102 




% identity 


83 




NCBI Description 


(AF102822) 


actin depolymerizing 




thaliana] 




Seq. No. 


167855 




Seq. ID 


LIB3234-04! 


3-P1-K1-E10 


Method 


BLASTX 




NCBI GI 


gl076331 




BLAST score 


632 




E value 


3.0e-66 




Match length 


116 





4 [Arabidopsis 



% identity 

NCBI Description 



100 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54 634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_744 157_prf 2014244A His 

transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



167856 

LIB3234-04 8-P1-K1-E11 



22701 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2446981 

496 

2.0e-50 

96 

98 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167857 

LIB3234-048-P1-K1-E12 

BLASTX 

g951453 

300 

2.0e-27 
121 

52 

(M95746) initiation factor {iso)4f p82 subunit [Triticum 
aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167858 

LIB3234-048-P1-K1-E2 

BLASTN 

g3256065 

273 

1.0e-152 

313 
97 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 



Seq. No. 
Seq. ID 

Method 

NCBI -GI 

BLAST Score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167859 

LIB3234-048-P1-K1-E3 

BLASTX 

g3372645 

350 

3.0e-33 

119 

49 

(AF060491) cinnamyl alcohol dehydrogenase [Pinus radiata] 
167860 

LIB3234-048-P1-K1-E4 

BLASTX 

gl29082 

364 

8.0e-35 

115 

70 

OLEOSIN BN-III >gi_81692_pir S22475 oleosin BN-III - rape 

>gi_17 839_emb_CAA43941__ (X61937) oleosin BN-III [Brassica 
napus] >gi_742387_prf 2009397A oleosin [Brassica napus] 



Seq. No. 
Seq. ID 
Method 



167861 

LIB3234-048-Pl-Kl-E( 
BLASTX 



22702 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl29082 
374 

6.0e-36 

117 
71 

OLEOSIN BN-III >gi_81692_pir S22475 oleosin BN-III - rape 

>gi_17839__emb_CAA4 3941_ (X61937) oleosin BN-III [Brassica 
napus] >gi_742387_prf 2009397A oleosin [Brassica napus] 



Seq. No. 


167862 


Seq. ID 


LIB3234-048-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


540 


E value 


2 . Oe-55 


Match length 


121 


% identity 


89 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis 


Seq. No. 


167863 


Seq. ID 


LIB3234-048-P1-K1-F10 


Mpt hod 


BLASTN 


NCBI GI 


g511598 


BLAST score 


368 


E value 


0.0e+00 


Match length 


368 


% identity 


28 


NPRT Dp s rrint ion 


Arabidopsis thaliana cell wall protein 




complete cds 


Seq. No. 


167864 


Sea. ID 


LIB3234-048-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gll2746 


BLAST score 


378 


E value 


2.0e-36 


Match length 


101 


% "i dent it v 


74 


NPRT Dp^rriDt ion 

V- i_J _1_ 1— ' ^ -i- _L- k^r ^ _i_ V> X X 


NAPIN B PRECURSOR (1.7S SEED STORAGE PR( 




>gi 99818 pir S15382 napin napB - rape 




>gi _ 178 35 _ emb - CAA4 1150 (X58142) napin 


Seq. No. 


167865 


Seq. ID 


LIB3234-048-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


632 


E value 


3.0e-66 


Match length 


122 


% identity 


99 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis 


Seq. No. 


167866 


Seq. ID 


LIB3234-04 8-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4006888 


BLAST score 


208 



22703 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-16 

82 
50 

(Z99708) putative protein [Arabidopsis thaliana] 
167867 

LIB3234-048-P1-K1-F4 

BLASTN 

g600854 

72 

3.0e-32 

130 

96 

Arabidopsis thaliana bZIP protein mRNA, complete cds 
167868 

LIB3234-048-P1-K1-F5 

BLASTX 

gll2742 

113 

1.0e-39 

111 

77 

NAPIN PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81687_pir S10018 napin {clone BngNAPl) - rape 

>gi_1084352_pir S52027 napin - rape 

>gi_17833_emb_CAA35580_ (X17542) napin (AA 1-180) [Brassica 
napus] >gi__468022 (U04945) napin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167869 

LIB3234-048-P1-K1-F6 

BLASTN 

g557693 

248 

1.0e-137 

252 

100 

Arabidopsis thaliana Columbia GTP binding protein beta 
subunit (AGB1) mRNA, complete cds 

167870 

LIB3234-048-P1-K1-F7 

BLASTX 

g266693 

543 

7.0e-56 

120 
90 

OLEOSIN >gi_28287 5_pir S22538 oleosin - Arabidopsis 

thaliana >gi_164 05_emb_CAA4 4225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167871 

LIB3234-048-P1-K1-F8 

BLASTN 

g2564044 



22704 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

5.0e-43 

232 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167872 

LIB3234-048-P1-K1-F9 

BLASTX 

g4507311 

199 

2.0e-15 

103 
38 

suppressor of Ty ( S . cerevisiae) 4 homolog 1 
>gi_3122873_sp_Q16550_SPT4_HUMAN TRANSCRIPTION INITIATION 
PROTEIN SPT4 HOMOLOG 1 >gi_120977 9 (U43923) similar to 
Saccharomyces cerevisiae Spt4; protein has potential 
N-terminal zinc-finger [Homo sapiens] >gi_1401053 (U38818) 
SUPT4H [Homo sapiens] >gi_1401055 (U38817) SUPT4H [Homo 
sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 
>gi_3779194 (U96809) chromatin structural protein homolog 
[Mus musculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167873 

LIB3234-048-P1-K1-G1 

BLASTX 

gl34025 

446 

2.0e-44 

110 

81 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_118 63_emb_CAA7737 8_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167874 

LIB3234-048-P1-K1-G10 

BLASTX 

gl707857 

484 

6.0e-49 

120 
75 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167875 

LIB3234-048-P1-K1-G12 

BLASTX 

g2384671 

302 

9.0e-36 



22705 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

167876 

LIB3234-048-P1-K1-G2 

BLASTN 

g3659491 

193 

1.0e-104 

315 
99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

167877 

LIB3234-048-P1-K1-G3 

BLASTX 

gll2681 

264 

4.0e-23 

95 

56 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_j>ir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

167878 

LIB3234-048-P1-K1-G5 

BLASTX 

g421826 

529 

4.0e-54 

124 

81 

chlorophyll a/b-binding protein CP2 9 - Arabidopsis thaliana 
>gi_298036__emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

167879 

LIB3234-048-P1-K1-G6 

BLASTX 

g421826 

271 

6.0e-24 

95 
59 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167880 

LIB3234-048-P1-K1-G9 

BLASTX 

g2982437 



22706 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200 

6.0e-26 

101 
67 

(AL022224) 
thaliana] 



terpene cyclase like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167881 

LIB3234-048-P1-K1-H2 

BLASTX 

gl706256 

351 

2.0e-33 

108 
61 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE 10 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-10) >gi__733577 (U23453) similar to 

peptidyl-prolyl cis-trans isomerase (PPIASE) (CYCLOPHILIN) 
[Caenorhabditis elegans] >gi_1155225 (U34 954) cyclophilin 

isoform 10 [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167882 

LIB3234-048-P1-K1-H3 

BLASTX 

g2252857 

315 

4.0e-29 

101 

68 

(AF013294) similar to acidic ribosomal protein pi 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167883 

LIB3234-048-P1-K1-H4 

BLASTX 

gl628583 

567 

1.0e-58 

113 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

167884 

LIB32 34-04 9-P1-K1-A1 

BLASTX 

gl352463 

452 

4 .0e-45 

109 
83 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 



167885 



22707 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-049-P1-K1-A10 

BLASTX 

g267081 

675 

3.0e-71 

126 
100 

TUBULIN BETA- 7 CHAIN >gi_320188_pir JQ1591 tubulin beta-7 

chain - Arabidopsis thaliana >gi_166906 (M84704) beta-7 
tubulin [Arabidopsis thaliana] >gi_3980381 (AC004561) 
tubulin beta-7 chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167886 

LIB3234-049-P1-K1-A11 

BLASTX 

g2605714 

465 

1.0e-46 

113 
82 

(AF026275) beta-tonoplast intrinsic protein 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167887 

LIB3234-049-P1-K1-A12 

BLASTX 

g4539316 

275 

7.0e-40 

96 

86 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167888 

LIB3234-049-P1-K1-A2 

BLASTN 

g4199934 

181 

3.0e-97 

303 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167889 

LIB3234-04 9-P1-K1-A3 

BLASTN 

g4206762 

89 

2.0e-42 

257 

94 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 



167890 



22708 



Seq. ID 


LIB3234-04 9-P1-K1-A4 




Method 


BLASTX 




NCBI GI 


g2829904 




BLAST score 


244 




E value 


1.0e-26 




Match length 


116 




% identity 


63 




NCBI Description 


(AC002311) Hypothetical protein [Arabidopsis 


thaliana] 


Seq. No. 


167891 




Seq. ID 


LIB3234-04 9-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


gl490554 




BLAST score 


93 




E value 


4.0e-10 




Match length 


49 




% identity 


72 


[Arabidopsis 


NCBI Description 


(U63633) S-adenosylmethionine decarboxylase 




thaliana] 




Seq. No. 


167892 




Seq. ID 


LIB3234-04 9-P1-K1-A6 





Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g633027 

257 

1.0e-142 

285 

98 

Arabidopsis thaliana mRNA for protein phosphatase 2C 



04 9-P1-K1-A7 



167893 
LIB3234 
BLASTX 
gl35858 
408 

5.0e-40 

100 

80 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi__99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167894 

LIB3234-04 9-P1-K1-B12 

BLASTN 

g4584519 

374 

0.0e+00 

374 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F11C18 



22709 



Seq. No. 


167895 


Seq. ID 


LIB3234-04 9-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2583131 


BLAST score 


141 


E value 


3.0e-09 


Match length 


62 


% identity 


52 


NCBI Description 


(AC002387) putative 


Seq. No. 


167896 


Seq. ID 


LIB3234-049-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


32 


E value 


2.0e-08 


Match length 


326 


% identity 


18 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167897 

LIB32 34-04 9-P1-K1-C1 

BLASTN 

g3135250 

141 

2.0e-73 

343 
96 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167898 

LIB3234-04 9-P1-K1-C10 

BLASTN 

g2618683 

91 

1.0e-43 

323 
88 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167899 

LIB3234-049-P1-K1-C11 

BLASTX 

g267082 

145 

6.0e-27 

121 
60 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



167900 

LIB3234-04 9-P1-K1-C2 



22710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4538906 

452 

3.0e-45 

91 

97 

(AL049482) 
thaliana] 



choline kinase GmCK2p-like protein [Arabidopsis 



167901 

LIB3234-049-P1-K1-C3 

BLASTX 

g4538906 

250 

2.0e-21 
101 
58 

(AL049482) 
thaliana] 



choline kinase GmCK2p-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



167902 

LIB3234-04 9-P1-K1-C5 

BLASTX 

g4417310 

593 

1.0e-61 

130 

88 

(AC006446) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 

167903 

LIB3234-04 9-P1-K1-C7 

BLASTN 

g4760411 

344 

0.0e+00 

367 

89 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

167904 

LIB3234-04 9-P1-K1-C8 

BLASTN 

g436919 

268 

1.0e-149 

268 
100 

Arabidopsis thaliana Landsburg lipoxygenase 1 gene, 
complete cds 

167905 

LIB3234-04 9-P1-K1-C9 

BLASTN 

g4006885 



22711 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

8.0e-38 

202 
92 

Arabidopsis thaliana 1 DNA chromosome 4, ESSA I AP2 contig 
fragment No 

167906 

LIB3234-04 9-P1-K1-D1 

BLASTX 

g226120 

222 

3.0e-18 

122 

39 

vicilin gene B [Saguinus oedipus] 
167907 

LIB3234-04 9-P1-K1-D10 

BLASTX 

gl531762 

195 

5.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167908 

LIB3234-04 9-P1-K1-D11 

BLASTX 

gll2740 

260 

1.0e-22 

115 

51 

NAP IN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

167909 

LIB3234-04 9-P1-K1-D12 

BLASTX 

gll69598 

369 

2.0e-35 

81 

85 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
( DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



167910 

LIB3234-049-P1-K1-D2 

BLASTX 

g629500 



22712 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



585 

1. Oe-60 

107 
100 

1-aminocyclopropane-l-carboxylate synthase 
Arabidopsis thaliana >gi__166578 (M95594) 
1-aminocyclopropane-l-carboxylate synthase 
thaliana] 



(EC 4.4.1.14) - 

[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167911 

LIB3234-04 9-P1-K1-D3 

BLASTN 

g2244788 

320 

1.0e-180 

386 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167912 

LIB3234-04 9-P1-K1-D4 

BLASTX 

g3287693 

304 

9.0e-28 

81 

70 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167913 

LIB3234-04 9-P1-K1-D5 

BLASTX 

gl345973 

474 

1.0e-47 

104 
83 

OMEGA- 3 FATTY ACID DESATURASE 

>gi_5 41882_pir JQ2335 omega 

1.14.99.-) CF3 - Arabidopsis 
omega-3 fatty acid desaturase 
>gi_4 71091_dbj_BAA04505_ (D17 
[Arabidopsis thaliana] >gi_ll 
microsomal omega-3 fatty acid 
thaliana] >gi_3420053 (AC0046 
desaturase [Arabidopsis thali 



ENDOPLASMIC RETICULUM 
3 fatty acid desaturase (EC 
thaliana >gi_408483 (L22931) 

[Arabidopsis thaliana] 
579) fatty acid desaturase 
97795_dbj_BAA05514_ (D26508) 

desaturase [Arabidopsis 
80) omega-3 fatty acid 
ana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167914 

LIB32 34-04 9-P1-K1-D6 

BLASTX 

g2827002 

479 

3.0e-48 
116 



22713 



# 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AF005993) HSP70 [Triticum aestivum] 
167915 

LIB3234-049-P1-K1-D7 

BLASTN 

g2465924 

359 

0.0e+00 

382 

98 

Arabidopsis thaliana receptor-like serine/threonine kinase 
(RKF2) mRNA, complete cds 
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Seq. No. 


167917 


Seq. ID 


LIB3234-04 9-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4204315 


BLAST score 


682 


E value 


4.0e-72 


Match length 


128 


% identity 


100 


NCBI Description 


(AC003027) Unknown prote 


Seq. No. 


167918 


Seq. ID 


LIB3234-04 9-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl706749 


BLAST score 


495 


E value 


4.0e-50 


Match length 


102 


% identity 


99 


NCBI Description 


3-OXOACYL- [ACYL-CARRIER- 



■TEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167919 

LIB3234-049-P1-K1-E11 

BLASTX 

g586036 

593 

1.0e-61 

130 
92 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 1 (SRP54) 
>gi_6295 60_pir S42550 signal recognition particle 54K 



22714 



o 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein - Arabidopsis thaliana >gi_304111 (L19997) signal 
recognition particle 54 kDa subunit [Arabidopsis thaliana] 

167920 

LIB3234-049-P1-K1-E12 

BLASTN 

g3212846 

383 

0. 0e+00 

391 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167921 

LIB3234-049-P1-K1-E3 

BLASTX 

g3128180 

600 

2.0e-62 

126 

91 

(AC004521) citrate synthetase 



[Arabidopsis thaliana] 



167922 

LIB3234-049-P1-K1-E4 

BLASTN 

g3212846 

352 

0.0e+00 

380 

98 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167923 

LIB3234-049-P1-K1-E5 
BLASTX 
gll69273 
203 

6.0e-16 

116 

42 

DEOXYC YT I DINE KINASE 
deoxycytidine kinase 
>gi_4 5667 7_emb_CAA5 4 7 87 
musculus] 



(DCK) 
(EC 2 



>gi__1083283_pir A55122 

.7.1.74) - mouse 



(X77731) deoxycytidine kinase [Mus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167924 

LIB3234-04 9-P1-K1-E6 

BLASTN 

g3885325 

178 

8.0e-96 

194 
98 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 



22715 



® 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167925 

LIB3234-049-P1-K1-E7 

BLASTX 

g3776558 

471 

2.0e-47 

109 

90 

(AC005388) Identical to gb_L14814 DNA for tissue-specific 
acyl carrier protein isoform 2 from A. thaliana. ESTs 
gb_AA597351 / gb_T41805, gb_H36871, gb_R30210, gb_AA042549, 
gb_Z47650, gb_H76304 and gb_AA597348 come from this gene. 
[Arabidopsi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167926 

LIB3234-04 9-P1-K1-F1 

BLASTX 

g3643610 

532 

2.0e-54 

103 
100 

(AC005395) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167927 

LIB3234-04 9-P1-K1-F11 

BLASTX 

g2493045 

594 

9.0e-62 

120 
98 

ATP SYNTHASE DELTA 1 CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655484_dbj_BAA13601_ (D88376) delta-prime subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167928 

LIB3234-04 9-P1-K1-F12 

BLASTN 

g2570223 

326 

0 .0e+00 

391 

98 

Arabidopsis thaliana chromosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



167929 

LIB3234-04 9-P1-K1-F2 

BLASTN 

g2264318 

368 

0.0e+00 

376 



22716 



# 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 

167930 

LIB3234-049-P1-K1-F3 

BLASTX 

g3184283 

575 

1.0e-59 

128 

91 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

167931 

LIB3234-04 9-P1-K1-F4 

BLASTX 

g2098711 

237 

6.0e-20 

129 
41 

(U82976) pectinesterase [Citrus sinensis] 
167932 

LIB3234-04 9-P1-K1-F6 

BLASTX 

g3808062 

164 

6.0e-12 

68 
46 

(AB019195) PV100 [Cucurbita maxima] 
167933 

LIB3234-04 9-P1-K1-F9 

BLASTN 

g3298532 

349 

0.0e+00 

369 

99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167934 

LIB3234-04 9-P1-K1-G10 

BLASTX 

g4006833 

288 

7.0e-37 

128 
66 

(AC005970) putative reverse transcriptase [Arabidopsis 
thaliana] 



22717 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167935 

LIB3234-049-P1-K1-G11 

BLASTX 

gl66765 

534 

9.0e-55 

102 
100 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 
167936 

LIB3234-04 9-P1-K1-G12 

BLASTX 

g3157930 

602 

1.0e-62 

114 
98 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27 664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



167937 

LIB3234-04 9-P1-K1-G3 

BLASTN 

g 3449321 

58 

7.0e-24 

202 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 

167938 

LIB3234-04 9-P1-K1-G4 

BLASTX 

g3445207 

728 

2.0e-77 

130 
99 

(AC004786) unknown protein [Arabidopsis thaliana] 
167939 

LIB3234-04 9-P1-K1-G5 

BLASTN 

g4092470 

43 

6.0e-15 

71 
90 

Arabidopsis thaliana BAC T24G23 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 

167940 

LIB32 34-04 9-P1-K1-G8 
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® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4309730 

502 

5.0e-51 

113 
86 

(AC006439) 
thaliana] 



putative lipid transfer protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167941 

LIB3234-04 9-P1-K1-G9 

BLASTX 

g4325282 

304 

9.0e-28 

60 
92 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167942 

LIB3234 

BLASTX 

g333516 

335 

1.0e-31 

63 
97 

(AF0678 
>gi_445 
protein 



■049-P1-K1-H1 



57) embryo-specific protein 1 [Arabidopsis thaliana] 
5197_emb_CAB36520. 1_ (AL035440) embryo-specific 
1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



167943 

LIB3234-04 9-P1-K1-H10 

BLASTN 

g2924729 

132 

4.0e-68 

286 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 

167944 

LIB3234-04 9-P1-K1-H12 

BLASTN 

g4455801 

205 

1.0e-112 

209 
100 

Arabidopsis thaliana prxr3 gene, exons 1-4 
167945 

LIB3234-049-P1-K1-H3 
BLASTX 



PI clone: 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2583108 
414 

7.0e-41 

100 
85 

(AC002387) putative surface protein [Arabidopsis thaliana] 
167946 

LIB3234-049-P1-K1-H4 

BLASTX 

g!12682 

592 

2.0e-61 

125 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



167947 

LIB3234-04 9-P1-K1-H5 

BLASTX 

g2160146 

277 

1.0e-24 

65 
86 

(AC000375) Strong similarity to Arabidopsis 

gb_X91953,F21M12. 3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

167948 

LIB3234-04 9-P1-K1-H6 

BLASTN 

g4584351 

352 

0.0e+00 

368 

99 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

167949 

LIB3234-04 9-P1-K1-H7 

BLASTX 

g4650842 

646 

7.0e-68 

128 

96 

(AB026185) elongation factor 2 [Lithospermum erythrorhizon] 
167950 

LIB32 34-04 9-P1-K1-H9 
BLASTN 
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6 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2281081 
334 

0.0e+00 

350 

99 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167951 

LIB3234-050-P1-K1-A10 

BLASTN 

g3402695 

271 

1.0e-151 

350 
100 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167952 

LIB3234-050-P1-K1-A12 

BLASTN 

g 4467094 

366 

0.0e+00 

370 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167953 

LIB3234-050-P1-K1-A2 

BLASTX 

gl706186 

280 

5.0e-25 

119 

46 

HIGH-AFFINITY CATIONIC AMINO ACID TRANS PORTER- 1 (CAT-1) 
(CAT1) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 

RECEPTOR) >gi_110721jpir A32742 murine ecotropic 

retrovirus receptor protein - mouse >gi_532612 (M26687) 
ecotropic retrovirus receptor [Mus musculus] 

167954 

LIB3234-050-P1-K1-A3 

BLASTN 

g4468976 

377 

0.0e+00 

377 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19F18 
(ESSA project) 



Seq. No. 



167955 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-050-P1-K1-A4 

BLASTX 

g2129753 

632 

3.0e-66 

121 

100 

threonine synthase 
thaliana (fragment 



EC 4.2.99.2) 

>gi_1448917 



precursor - Arabidopsis 
(L41666) threonine synthase 



[Arabidopsis thaliana] 



167956 

LIB3234-050-P1-K1-A5 

BLASTN 

g4510360 

373 

0. 0e+00 

373 

100 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

167957 

LIB3234-050-P1-K1-A6 

BLASTN 

g633027 

189 

1.0e-102 

361 

89 

Arabidopsis thaliana mRNA for protein phosphatase 2C 
167958 

LIB3234-050-P1-K1-A7 

BLASTN 

g3449318 

82 

3.0e-38 

150 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLF18, complete sequence [Arabidopsis thaliana] 



167959 

LIB3234-050-P1-K1-A9 

BLASTX 

g3918 

412 

2.0e-40 

122 
61 

(X58378) mitochondrial elongation 
cerevisiae] 



factor G [Saccharomyces 



Seq. No. 
Seq. ID 
Method 



167960 

LIB3234-050-P1-K1-B12 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262221 
279 

1.0e-156 

370 
99 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



167961 

LIB3234-050-P1-K1-B2 

BLASTX 

g3808062 

148 

2.0e-09 

61 

46 

(AB019195) PV100 [Cucurbita maxima] 
167962 

LIB3234-050-P1-K1-B4 

BLASTN 

g4199934 

184 

4.0e-99 

343 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

167963 

LIB3234-050-P1-K1-B6 

BLASTX 

g4503269 

190 

2.0e-14 

110 

42 

deoxycytidine kinase >gi_118447_sp__P27707_DCK_HUMAN 

DEOXYCYTIDINE KINASE (DCK) >gi_105829_pir A38585 

deoxycytidine kinase (EC 2.7.1.74) - human >gi_181510 
(M60527) deoxycytidine kinase [Homo sapiens] 

167964 

LIB3234-050-P1-K1-B7 

BLASTN 

g3309276 

170 

1.0e-90 

272 
99 

Arabidopsis thaliana BAC T2 6N6 from chromosome IV at 19.3 
cM, complete sequence 

167965 

LIB3234-050-P1-K1-B8 

BLASTX 

gl592677 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 

8.0e-15 

38 
100 

(X91912) LEA7 6 homologue type2 [Arafoidopsis thaliana] 
167966 

LIB3234-050-P1-K1-B9 

BLASTX 

g2129532 

269 

1.0e-23 

83 
66 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99*6) - 
Arabidopsis thaliana >giJL107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167967 

LIB3234-050-P1-K1-C10 

BLASTN 

g2262155 

229 

1.0e-126 

289 
97 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

167968 

LIB3234-050-P1-K1-C12 

BLASTN 

g4432829 

207 

1.0e-113 

373 
100 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167969 

LIB3234-050-P1-K1-C2 

BLASTX 

g3287691 

165 

2.0e-ll 

65 
55 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus . [Arabidopsis thaliana] 

167970 

LIB3234-050-P1-K1-C3 

BLASTN 

g4159712 

371 
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II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



0.0e+00 

371 

100 

Arabidopsis thaliana genomic 
MWI23, complete sequence 



DNA, chromosome 3, PI clone: 



167971 

LIB3234-050-P1-K1-C6 

BLASTN 

g2651294 

305 

1.0e-171 

377 

100 

Arabidopsis thaliana chromosome II BAC T2P4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167972 

LIB3234-050-P1-K1-C7 

BLASTX 

g4678285 

410 

3.0e-40 

122 
61 

(AL049660) putative protein [Arabidopsis thaliana] 
167973 

LIB3234-050-P1-K1-C9 

BLASTX 

g3335169 

517 

8.0e-53 

121 

77 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520 . 1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

167974 

LIB3234-050-P1-K1-D1 

BLASTN 

g4455348 

370 

0. 0e+00 

370 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 

167975 

LIB3234-050-P1-K1-D11 

BLASTN 

g4159703 

134 

3.0e-69 

270 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



87 

Arabidopsis thaliana genomic DNA f chromosome 5, TAC clone: 
K5F14, complete sequence 

167976 

LIB3234-050-P1--K1-D3 

BLASTX 

gl617268 

597 

4.0e-62 

122 
90 

(Z72153) acyl CoA synthetase [Brassica napus] 



167977 

LIB3234-050-P1--K1-D4 

BLASTX 

g72827 

157 

1.0e-10 

63 

13 

IgA Fc receptor precursor 



- Streptococcus agalactiae 



167978 

LIB3234-050-P1--K1-D5 
BLASTX 



NCBI GI 


g4335752 


BLAST score 


324 


E value 


4.0e-30 


Match length 


104 


% identity 


56 


NCBI Description 


(AC006284) putative myb transcription fact 




[Arabidopsis thaliana] 


Seq. No. 


167979 


Seq. ID 


LIB3234-050-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


149 


E value 


1.0e-09 


Match length 


62 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


167980 


Seq. ID 


LIB3234-050-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g399091 


BLAST score 


485 


E value 


5.0e-49 


Match length 


120 


% identity 


80 


NCBI Description 


PYROPHOSPHATE-ENERGI ZED VACUOLAR MEMBRANE 



(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 



22726 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166634 (M81892) vacuolar 
H+- phosphatase [Arabidopsis thaliana] 

167981 

LIB3234-050-P1-K1-D8 

BLASTX 

g3445209 

518 

6.0e-53 

121 

78 

(AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167982 

LIB3234-050-P1-K1-D9 

BLASTX 

g3603456 

477 

4.0e-48 

98 
29 

(AF088848) polyubiquitin [Capsicum chinense] 
167983 

LIB32 34-050-P1-K1-E10 

BLASTN 

g3482964 

359 

0.0e+00 

371 

99 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

167984 

LIB3234-050-P1-K1-E11 

BLASTN 

g3482964 

177 

6.0e-95 

333 

88 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

167985 

LIB3234-050-P1-K1-E12 

BLASTN 

g4159708 

360 

0. 0e+00 

372 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 



22727 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 'value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167986 

LIB3234-050-P1-K1-E2 

BLASTN 

g4757678 

33 

5.0e-09 

96 

90 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

167987 

LIB3234-050-P1-K1-F1 

BLASTX 

gl31297 

674 

3.0e-71 

124 
98 

PHOTOSYSTEM II D2 PROTEIN (PHOTOSYSTEM Q (A) PROTEIN) 

>gi_72667_pir F2SPD2 photosystem II protein D2 - spinach 

chloroplast >gi_12280_emb_CAA25863_ (X01724) D2 protein 
[Spinacia oleracea] >gi_473511 (M27308) D2 photosystem II 
protein [Spinacia oleracea] >gi_552887 (M'36833) 32 Kd-like 
protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-050-P1-K1-F11 



167988 
LIB3234- 
BLASTX 
gl345973 
425 

5.0e-42 
96 
81 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167989 

LIB3234-050-P1-K1-F2 

BLASTX 

g4585972 

284 

2.0e-25 

94 

57 

(AC005287) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



167990 

LIB3234-050-P1-K1-F3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl28733 
270 

8.0e-24 

51 
96 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4-LIKE 

>gi_97653_pir S14968 ndhD-like protein - Synechocystis sp 

>gi_581748_emb_CAA37837_ (X53842) ndhD-like ORF 
[Synechocystis sp.] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167991 

LIB3234-050-P1-K1-F4 

BLASTX 

g4512673 

332 

4.0e-31 

64 
100 

(AC006931) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167992 

LIB3234-050-P1-K1-F5 

BLASTX 

g!66570 

220 

6.0e-18 

101 

47 

(L04173) glycine rich protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167993 

LIB3234-050-P1-K1-F7 

BLASTX 

g4262250 

607 

2.0e-63 

117 

100 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



167994 

LIB3234-050-P1-K1-F8 

BLASTX 

g3695374 

407 

7.0e-40 

73 
97 

(AF096370) contains similarity to NAM (no apical meristem) 
-like proteins [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



167995 

LIB3234-050-P1-K1-F9 

BLASTN 

g3298532 

101 
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o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-49 

205 

88 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

167996 

LIB3234-050-P1-K1-G12 

BLASTX 

g4249382 

393 

3.0e-38 

95 
81 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

167997 

LIB3234-050-P1-K1-G2 

BLASTN 

g2264315 

367 

0. 0e+00 

371 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRN17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



167998 

LIB3234-050-P1-K1-G3 

BLASTX 

g3335171 

535 

7.0e-55 

114 
89 

(AF067858) embryo-specific protein 3 [Arabidopsis thaliana] 
167999 

LIB3234-050-P1-K1-G4 

BLASTX 

g3319355 

581 

3.0e-60 

125 

100 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

168000 

LIB3234-050-P1-K1-G5 

BLASTN 

g3426033 

311 

1.0e-175 

338 



22730 



o 



% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F12C20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168001 


Seq. ID ^ 


LIB3234-050-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


143 


E value 


6. 0e-09 


Match length 


61 


% identity 


44 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


168002 


Seq. ID 


LIB3234-050-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4581140 


BLAST score 


325 


E value 


3.0e-30 


Match length 


121 


% identity 


57 


NCBI Descriotion 


(AC006919) unknown protein [Arabidopsis thaliana] 


Seq. No. 


168003 


Seq. ID 


LIB3234-050-P1-K1-G9 


Mpt h nd 


BLASTX 


NCBI GI 


cr4325282 


BLAST score 


272 


E value 


4 .0e-24 


Match length 


72 


% icientitv 


72 


NPRT Descriotion 


(AF123310) NAC domain protein NAM [Arabidopsis thaliana 




>gi 4325286 gb AAD17314 (AF123311) NAC domain protein 




[Arabidopsis thaliana] 


Seq. No. 


168004 


Seq. ID 


LIB3234-050-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g207905 


BLAST score 


276 


E value 


2 .0e-24 


M^tch 1 pnerth 


124 


% identitv 


41 


NfPRT np^r'T'i of" 1 on 

LN J_J _L J_/ \3 J L \ Lull 


(M18027) alnha alobulin R [Artificial crenel 


Seq . No . 


168005 

± \j \j \j \j 


Seq. ID 


LIB3234-050-P1-K1-H10 


Me^t" hod 


BLASTN 


NCBI GI 


g4490324 


BLAST score 


301 


E value 


1.0e-169 


Match length 


313 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 




(ESSA project) 



22731 



o 



Seq. No. 


168006 


Seq. ID 


LIB3234-050-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


687 


E value 


1.0e-72 


Match lencrth 


124 


% identity 


99 


NCBI Description 


catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 


Seq. No. 


168007 


Seq, ID 


LIB3234-050-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g!168391 


BLAST score 


173 


E value 


1.0e-12 


Match length 


96 


Sr i Hon H fy 


38 


NCBI Description 


ALLERGEN ARA H 1, CLONE P41B (ARA H I) >gi 602436 (L3440^ 




Ara h I [Arachis hypogaea] 


Sea No 


168008 


Seq. ID 


LIB3234-050-P1-K1-H3 


Mpf hod 


BLASTN 


NCBI GI 


g3983533 


BLAST score 


214 


F" W2 1 lip 


1 . 0e-117 


l id l. i ii J. cny uii 


318 


2r 1 H PT1 f~ 1 1" V 


97 


NORT n^srfiDt ion 


Arabidopsis thaliana BAC T24G3 from chromosome V near 7 0 




pM. romnlete secuence TArabidoiosis thalianal 


Seq. No. 


168009 


Seq. ID 


LIB3234-050-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3913648 




246 


F. 1 UP 

J—J V CI -J- Llv^ 


5 . 0e-21 


Match 1 pnnf h 


96 


% identitv 


55 


NIPRT Dp^rri ni" l on 


FERREDOXIN--NADP REDUCTASE. ROOT ISOZYME PRECURSOR fFNR) 


Seq. No. 


168010 


Seq. ID 


LIB3234-050-P1-K1-H5 


Mpt h nH 


BLASTN 


NCBI GI 


g4314374 


BLAST score 


45 


i-j v a. _L u. ~ 


1 . 0e-16 


M;=t1~c1n 1 & n rri~ h 


244 


9; 1 Hpnt T "t" V 


10 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F10A12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168011 


Seq. ID 


LIB3234-050-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl36739 



22732 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



345 

1.0e-32 

112 
62 

UTP-- GLUC0SE-1-PH0SPHATE URIDYLYL TRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67 0 61_pir XNPOU 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 


168012 


Seq. ID 


LIB3234-050-P1-K1-H7 


Method 


BLAST N 


NCBI GI 


g4115930 


BLAST score 


290 


E value 


1 . Oe-162 


Match length 


366 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC T4B21 


Seq. No. 


168013 


Seq. ID 


LIB3234-050-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4689108 


BLAST score 


176 


E value 


8 . Oe-13 


Match 1 enrrth 


82 


% identitv 


44 


NIfRT np ic ?r , T"i Tii~ n nn 

i. 1 * X_/ i_J J. L^'^0\_'J L U i Lull 


(AF077fnO} hvnnf hpf l ral 4^ 7 kDa 

\ £i.X. \J 1 1 \J *J\J j X X V KS \J L, X L» J_ Od_L 1J ■ L JV XJ Q. 


Seq. No. 


168014 


Seq. ID 


LIB3234-052-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g336917 


BLAST score 


56 


E value 


1 . Oe-22 


Match length 


104 


% identity 


95 


NCBI Description 


Epifagus virginiana chloroplast 


QpCT No 


168015 

X U U u X J 


Seq. ID 


LIB3234-052-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g2262155 


BLAST score 


378 


E value 


0.0e+00 


Match length 


378 


% identity 


100 


NCBI Description 


DNA sequence of Arabidopsis thai 




chromosome IV, complete sequence 


Seq. No. 


168016 


Seq. ID 


LIB3234-052-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2827559 


BLAST score 


361 


E value 


2.0e-34 



[Homo sapiens] 



22733 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 
82 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798__ (AL031018) putative protein 
[Arabidopsis thaliana] 

168017 

LIB3234-052-P1-K1-A12 

BLASTX 

gl345973 

431 

1.0e-42 

97 
81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi__11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168018 

LIB3234-052-P1-K1-A2 

BLASTX 

gl502428 

335 

2.0e-31 

66 

100 

(U62330) phosphate transporter [Arabidopsis thaliana] 
>gi_2258116_dbj JBAA21503_ (D86591) inorganic phosphate 
transporter [Arabidopsis thaliana] 

>gi_2258118_dbj_BAA21504__ (D86608) inorganic phosphate 
transporter [Arabidopsis thaliana] 

168019 

LIB3234-052-P1-K1-A3 

BLASTN 

g4049332 

284 

1.0e-158 

329 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168020 

LIB3234-052-P1-K1-A4 

BLASTN 

g2827698 

33 

6.0e-09 
164 



22734 



NCBI Description Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 

(ESSAII project) 



Seq. No. 


168021 


Seq. ID 


LIB3234-052-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3420004 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


73 


% identity 


40 


NCBI Description 


(AF000305) steroid sulfotransf erase 1 [Brassica napus] 


Seq. No. 


168022 


Seq. ID 


LIB3234-052-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


526 


E value 


8 . Oe-54 


Mstch Lencrth 


97 


% i H Ant" 1 t* V 


100 


NCRT DpsrriDtion 


TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi 320183 pir JQ1594 


tubulin alpha chain - Arabidopsis thaliana >gi 166914 




(M84696) apha-2 tubulin [Arabidopsis thaliana] ~>gi 166916 




(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


168023 


Seq. ID 


LIB3234-052-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3128205 


BLAST score 


521 


E value 


3.0e-53 


Match length 


120 


% identity 


87 


NCBI Description 


(AC004 077) putative pyruvate dehydrogenase complex El bet 




subunit [Arabidopsis thaliana] 


Seq. No. 


168024 


Seq. ID 


LIB3234-052-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


566 


F. va 1 ne 


2 . Oe-58 


LI Cl L. i i iciiy Ull 


127 


9: 1 Hpnt" 1 tv 

O -L 4.V3 1 1 1 L L. V 


86 


NIPRT Dp^rri i nn 


12S SEED STORAGE PROTEIN PRECURSOR >ai 81605 oir S08510 




cruciferin precursor (CRB) — Arabidopsis thaliana 




>ni 166678 (M37?481 IPS storaae nrotein CRB TArabidonsis 




thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


168025 


Seq. ID 


LIB3234-052-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g4581138 


BLAST score 


54 


E value 


2.0e-21 



22735 



II 



Match length 


114 




% identity 


87 




NCBI Description 


Arabidopsis thaliana chromosome 


II BAC F1011 




sequence, complete sequence 




Seq. No. 


168026 




Seq. ID 


LIB3234-052-P1-K1-B11 




Method 


BLASTX 






rr A A ^ A A QO 
g4 4 D 4 4 oZ 




BLAST score 


472 




E value 


2.0e-47 




Match length 


122 




% identity 


73 




NCBI Description 


(AC006234) hypothetical protein 


[Arabidopsis 


Seq. No. 


168027 




Seq. ID 


LIB3234-052-P1-K1-B2 




Method 


BLASTN 




NCBI GI 


g2351061 




BLAST score 


380 




E value 


0.0e+00 




Match length 


388 




% identity 


99 




NCBI- Description 


Arabidopsis thaliana genomic DNA 


, chromosome 



MAF19 f complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168028 

LIB3234-052-P1-K1-B4 

BLASTN 

g3169169 

270 

1.0e-150 

349 
93 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168029 




Seq. ID 


LIB3234-052 


-P1-K1-B5 


Method 


BLASTN 




NCBI GI 


gl931636 




BLAST score 


165 




E value 


5.0e-88 




Match length 


219 




% identity 


92 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


168030 




Seq. ID 


LIB3234-052 


-P1-K1-B6 


Method 


BLASTN 




NCBI GI 


g511598 




BLAST score 


375 




E value 


0.0e+00 




Match length 


375 




% identity 


27 




NCBI Description 


Arabidopsis 


thaliana 



complete cds 



(APTR-1) gene, 



22736 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168031 

LIB3234-052-P1-K1-B7 

BLASTN 

g4159703 

149 

3.0e-78 

347 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K5F14, complete sequence 



TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168032 

LIB3234-052-P1-K1-B8 

BLASTX 

g2239089 

145 

3.0e-09 

53 

47 

(Z84386) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_32 8 8 18 0_emb_CABl 14 66_ (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transf erase 
[Dianthus caryophyllus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168033 

LIB3234-052 

BLASTX 

g2961107 

140 

1.0e-08 

69 
39 

(AF042383) 
musculus] 



■P1-K1-B9 



TLS-associated protein with SR repeats [Mus 
>gi_2961149 (AF047448) TLS-associated protein 



TASR [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168034 

LIB3234-052-P1-K1-C1 

BLASTN 

g4454587 

58 

7.0e-24 

148 

89 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168035 

LIB3234-052-P1-K1-C11 

BLASTN 

g2244870 

71 

1.0e-31 

228 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 



22737 



fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168036 

LIB3234-052-P1-K1-C12 

BLASTX 

gl40551 

212 

1.0e-18 

91 
63 

HYPOTHETICAL 250 KD PROTEIN (ORF 2131) 

>gi_81505_pir S01446 hypothetical protein 2131 - spinach 

chloroplast >gi_1224 6_emb__CAA3 0 7 4 3__ (X07908) ORF 2131 (AA 
1-2131) [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168037 

LIB3234-052-P1-K1-C3 

BLASTN 

g3449321 

36 

9.0e-ll 

72 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168038 

LIB3234-052-P1-K1-C4 

BLASTX 

gl703108 

548 

2.0e-56 

101 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168039 

LIB3234-052-P1-K1-C5 

BLASTX 

g2160138 

644 

1.0e-67 

126 

51 

(AC000375) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168040 

LIB3234-052-P1-K1-D1 

BLASTN 

g3193305 

383 

0.0e+00 
387 



22738 



% identity 100 

NCBI Description Arabidopsis thaliana BAC F3D13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168041 

LIB3234-052-P1-K1-D10 

BLASTN 

g4199934 

261 

1.0e-145 

356 
91 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

168042 

LIB3234-052-P1-K1-D11 

BLASTN 

g2264302 

20 

3.2e-01 

378 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168043 

LIB3234-052-P1-K1-D12 

BLASTN 

g4335744 

141 

7.0e-74 

141 

100 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168044 

LIB3234-052-P1-K1-D2 

BLASTN 

gl699056 

379 

0.0e+00 

383 

100 

Arabidopsis thaliana 27 kDa unknown protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168045 

LIB3234-052-P1-K1-D3 

BLASTX 

gl709970 

452 

4.0e-45 
114 

80 

60S RIBOSOMAL PROTEIN L10A 



22739 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



168046 

LIB3234-052-P1-K1-D5 

BLASTN 

g4519192 

173 

2.0e-92 

371 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168047 

LIB3234-052-P1-K1-D6 

BLASTX 

g4522003 

477 

4.0e-48 

112 

85 

(AC007069) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168048 

LIB3234-052-P1-K1-D8 

BLASTX 

g4204298 

545 

5.0e-56 

124 
85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168049 

LIB3234-052-P1-K1-E11 

BLASTX 

g2832620 

414 

1.0e-40 

115 

69 

(AL021711) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168050 

LIB3234-052-P1-K1-E12 

BLASTN 

g3046855 

219 

1.0e-120 

342 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSL1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168051 

LIB3234-052-P1-K1-E2 

BLASTN 

g4455321 



22740 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 

6.0e-83 

373 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



168052 

LIB3234-052-P1-K1-E3 

BLASTN 

g4217996 

349 

0.0e+00 

365 

99 

Arabidopsis thaliana chromosome II BAC F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



168053 

LIB3234-052-P1-K1-E4 

BLASTN 

g4519193 

128 

1.0e-65 

383 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC11, complete sequence 



PI clone: 



168054 

LIB3234-052-P1-K1-E6 

BLASTX 

g4249391 

392 

4 .0e-38 

112 

73 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb__AC004473 . [Arabidopsis 
thaliana] 

168055 

LIB3234-052-P1-K1-E7 

BLASTX 

gll2737 

185 

8.0e-14 

94 
46 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 95204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4 4 90710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



22741 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168056 

LIB3234-052-P1-K1-E8 

BLASTX 

g3287691 

153 

4.0e-10 

65 

52 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168057 

LIB3234-052-P1-K1-E9 

BLASTX 

g82051 

317 

3.0e-29 

119 

55 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots , var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168058 

LIB3234-052-P1-K1-F1 

BLASTX 

g2129659 

86 

2.0e-15 

80 

57 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168059 

LIB3234-052-P1-K1-F10 

BLASTX 

gl345973 

435 

4.0e-43 

98 
82 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi__541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168060 

LIB3234-052-P1-K1-F11 

BLASTX 

g3377517 



22742 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



225 

2.0e-18 

90 
43 

(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 
168061 

LIB3234-052-P1-K1-F12 

BLASTX 

g4263646 

644 

1.0e-67 

126 
98 

(AC006136) putative TAl-like reverse transcriptase 
[Arabidopsis thaliana] 

168062 

LIB3234-052-P1-K1-F2 

BLASTX 

gl762584 

473 

1.0e-47 

91 
100 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

168063 

LIB3234-052-P1-K1-F3 

BLASTX 

g4490749 

654 

8.0e-69 

125 

99 

(AL035708) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Arabidopsis thaliana] 



168064 

LIB3234-052-P1-K1-F4 

BLASTN 

g3985949 

378 

0.0e+00 

382 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 

168065 

LIB32 34-052-P1-K1-F5 

BLASTN 

g4454447 

178 

2.0e-95 
384 



PI clone: 



22743 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168066 

LIB3234-052-P1-K1-F6 

BLASTX 

g4314363 

610 

1.0e-63 

123 
98 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



168067 

LIB3234-052-P1-K1-F7 

BLASTX 

g2245378 

589 

3.0e-61 

125 

91 

(U83245) auxin response factor 1 



[Arabidopsis thaliana] 



168068 

LIB3234-052-P1-K1-F8 

BLAST N 

g4757411 

343 

0.0e+00 

347 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXC7, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168069 

LIB3234-052-P1-K1-G11 

BLASTN 

g3046850 

351 

0.0e+00 

378 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24G6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168070 

LIB3234-052-P1-K1-G12 

BLASTN 

g2924729 

267 

1.0e-148 

379 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone: 



22744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168071 

LIB3234-052-P1-K1-G2 

BLASTX 

g2961356 

416 

6.0e-41 

113 
71 

(AL022140) alcohol dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168072 

LIB3234-052-P1-K1-G3 

BLAST N 

g3805839 

382 

0. 0e+00 

382 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168073 

LIB3234-052-P1-K1-G4 

BLASTN 

g3172156 

177 

7.0e-95 

387 

100 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 

168074 

LIB3234-052-P1-K1-G8 

BLASTX 

g4678299 

594 

8.0e-62 

116 

100 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

168075 

LIB3234-052-P1-K1-H10 

BLASTX 

g2924258 

524 

1.0e-53 

126 

76 

(Z00044) RNA polymerase beta'' subunit [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



168076 

LIB3234-052-P1-K1-H11 
BLASTX 



22745 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3242079 
226 

1.0e-18 

69 
62 

(AJ006984) 



proline-rich protein [Capsicum annuum] 



168077 

LIB3234-052-P1-K1-H12 

BLASTX 

g2129773 

678 

1.0e-71 

125 

98 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

168078 

LIB3234-052-P1-K1-H2 

BLASTX 

g4755194 

693 

2.0e-73 

126 

100 

(AC007018) hypothetical protein [Arabidopsis thaliana] 
>gi_4755195_gb_AAD29062.1__AC007018_10 (AC007018) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


168079 


Seq. ID 


LIB3234-052-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3421378 


BLAST score 


371 


E value 


1.0e-35 


Match length 


125 


% identity 


62 


NCBI Description 


(AF080249) kinesin-like heavy chain 


Seq. No. 


168080 


Seq. ID 


LIB3234-052-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g4678266 


BLAST score 


379 


E value 


0.0e+00 


Match length 


383 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(ESSA project) 


Seq. No. 


168081 


Seq. ID 


LIB3234-052-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3242079 



F15B8 



22746 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145 

3.0e-09 

50 
56 

(AJ006984] 



proline-rich protein [Capsicum annuum] 



168082 

LIB3234-052-P1-K1-H6 

BLASTN 

g3659491 

355 

0. 0e+00 
380 

98 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

168083 

LIB3234-052-P1-K1-H7 

BLASTN 

g3449316 

380 

0.0e+00 

380 

100 

Arabidopsis thaliana genomic DNA, chromosome '5, TAC clone: 
K9D7, complete sequence [Arabidopsis thaliana] 

168084 

LIB3234-052-P1-K1-H8 

BLASTN 

g4662609 

72 

2.0e-32 

168 
90 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

168085 

LIB3234-052-P1-K1-H9 

BLASTX 

g82512 

538 

3.0e-55 

109 
43 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 
sativa] 

168086 

LIB3234-053-P1-K1-A12 

BLASTX 

gl345973 

223 

2.0e-18 



22747 



Match length 

% identity 

NCBI Description 



62 
74 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-} CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168087 

LIB3234-053-P1-K1-A2 
BLASTX 
gl345973 
436 

2.0e-43 
92 
90 

OMEGA-3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) .fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168088 

LIB3234-053-P1-K1-A3 

BLASTX 

g4406784 

84 

1.0e-44 

92 
96 

(AC006532) putative oligopeptide transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168089 

LIB3234-053-P1-K1-A4 

BLASTN 

g3449334 

311 

1.0e-175 

344 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



168090 

LIB3234-053-P1-K1-A6 

BLASTX 

g2541876 

210 



22748 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



9.0e-17 

81 
44 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

168091 

LIB3234-053-P1-K1-A7 

BLASTX 

gl20667 

302 

9.0e-28 

75 
79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_8 1 622_pir JQ12 8 7 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) , cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

168092 

LIB3234-053-P1-K1-B10 

BLASTX 

g2058313 

405 

1.0e-39 

98 
78 

(X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
168093 

LIB3234-053-P1-K1-B11 

BLASTN 

g4096078 

354 

0.0e+00 

378 

99 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168094 

LIB3234-053-P1-K1-B12 

BLASTX 

g2244841 

273 

4.0e-24 

104 

56 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
168095 

LIB3234-053-P1-K1-B2 

BLASTX 

gl864017 



22749 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



548 

2.0e-56 

104 
100 

(D63396) 



elongation factor-1 alpha [Nicotiana tabacum] 



168096 

LIB3234-053-P1-K1-B3 

BLASTN 

g4678371 

229 

1.0e-126 

289 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T6G15 



168097 

LIB3234-053-P1-K1-B6 

BLASTX 

g2244841 

261 

6.0e-23 

97 
57 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
168098 

LIB3234-053-P1-K1-B8 

BLASTN 

g2244950 

117 

3.0e-59 

319 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168099 

LIB3234-053-P1-K1-B9 

BLASTX 

g4558592 

271 

5.0e-24 

112 

54 

(AC006555) hypothetical protein [Arabidopsis thaliana] 
168100 

LIB3234-053-P1-K1-C1 

BLASTN 

g3702724 

377 

0.0e+00 

392 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



22750 



K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168101 

LIB3234-053-P1-K1-C10 

BLASTX 

gl36739 

254 

8.0e-35 

116 

69 

UTP— GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP--glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168102 

LIB3234-053-P1-K1-C11 

BLASTN 

g2244870 

101 

2.0e-49 

304 
89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168103 

LIB3234-053-P1-K1-C5 

BLASTN 

g2160132 

43 

3.0e-15 

140 

63 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168104 

LIB3234-053-P1-K1-C8 

BLASTX 

g2947062 

148 

2.0e-09 

101 

42 

(AC002521) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168105 

LIB3234-053-P1-K1-C9 

BLASTX 

g3176685 

338 

8.0e-32 

64 

98 

(AC003671) Strong similarity to spermidine synthase 1, 



22751 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_Y08252 and possibly closer similarity to spermidine 
synthase 2 gb_Y08253 from Datura stramonium. ESTs 
gb^N38155, gb_T41738, gb_AA597626, gb_AA712967 and 
gb_AA71234 6 come from this ge 

168106 

LIB3234-053-P1-K1-D11 

BLASTN 

g2264302 

89 

2.0e-42 

244 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC12, complete sequence [Arabidopsis thaliana] 

168107 

LIB3234-053-P1-K1-D2 

BLASTX 

g4678299 

601 

1.0e-62 

121 
98 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 


168108 


Seq. ID 


LIB3234-053-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


355 


E value 


9.0e-34 


Match length 


101 


% identity 


69 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


168109 


Seq. ID 


LIB3234-053-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g3668073 


BLAST score 


210 


E value 


1.0e-115 


Match length 


218 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromo 




sequence, complete sequence 


Seq. No. 


168110 


Seq. ID 


LIB3234-053-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2245048 


BLAST score 


410 


E value 


3.0e-40 


Match length 


129 


% identity 


67 



NCBI Description (Z97342) resistance gene homolog [Arabidopsis thaliana] 



22752 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168111 

LIB3234-053-P1-K1-E10 

BLASTN 

g4335711 

226 

1.0e-124 

375 
99 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168112 

LIB3234-053-P1-K1-E11 

BLASTN 

g4468103 

362 

0.0e+00 

383 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168113 

LIB3234-053-P1-K1-E2 

BLASTX 

gl749546 

220 

6.0e-18 

123 
46 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168114 

LIB3234-053-P1-K1-E9 

BLASTN 

g4538918 

338 

0.0e+00 

366 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20B18 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168115 

LIB3234-053-P1-K1-F10 

BLASTN 

g4519195 

55 

4.0e-22 

223 
81 

Arabidopsis thaliana genomic 
MQC12, complete sequence 



DNA, chromosome 3, PI clone: 



22753 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168116 

LIB3234-053-P1-K1-F11 

BLASTX 

gl491615 

511 

5.0e-52 

127 

75 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168117 

LIB3234-053-P1-K1-F2 

BLASTX 

g4758634 

158 

4.0e-14 

84 

42 

Sec24p, S. Cerevisiae, homolog of 

>gi_1723050_sp_P53992_Y079_HUMAN HYPOTHETICAL PROTEIN 
KIAA0079 (HA3543) >gi_559717_dbj_BAA07 558_ (D38555) The 
ha3543 gene product is related to S. cerevisiae protein 
encoded in chromosome VIII. [Homo sapiens] 

>gi_4 7 41921_gb_AAD28756.1_ (AF130464) sec24D protein [Homo 
sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168118 

LIB3234-053-P1-K1-F3 

BLASTX 

g2702284 

45 

5.0e-24 

71 

92 

(AC003033) 
thaliana] 



Argonaute (AGOl)-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168119 

LIB3234-053-P1-K1-F5 

BLASTN 

g 4454447 

65 

3.0e-28 

205 
91 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168120 

LIB3234-053-P1-K1-F8 

BLASTN 

g4757411 

34 

1.0e-09 

238 
79 



22754 



II 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168121 

LIB3234-053-P1-K1-F9 

BLASTX 

gl363488 

394 

2.0e-38 

78 
99 

IAA8 protein - Arabidopsis thaliana >gi__972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168122 

LIB3234-053-P1-K1-G11 

BLASTN 

g4589435 

366 

0.0e+00 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI 
M0E17, complete sequence 



clone : 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168123 

LIB3234-053-P1-K1-G12 

BLASTN 

g3386593 

72 

2.0e-32 

213 

85 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168124 

LIB3234-053-P1-K1-G3 

BLASTX 

gl076660 

308 

3.0e-28 

95 

69 

D13F (MYBST1 ) protein - potato >gi_7 8 64 2 6_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes , 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



168125 

LIB3234-053-P1-K1-G4 

BLASTX 

gll70503 

333 

7.0e-40 



22755 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



90 
93 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi__16554_emb_CAA4 6188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

168126 

LIB3234-053-P1-K1-G5 

BLASTX 

g2160158 

365 

5.0e-35 

115 
64 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

168127 

LIB3234-053-P1-K1-G6 

BLASTN 

g3869u69 

53 

2.0e-21 

113 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

168128 

LIB3234-053-P1-K1-G8 

BLASTN 

g3150396 

358 

0.0e+00 

362 

100 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168129 

LIB3234-053-P1-K1-G9 

BLASTN 

g2914688 

351 

0.0e+00 

371 

99 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168130 

LIB3234-053-P1-K1-H10 

BLASTX 

g2651314 



22756 



II 



BLAST score 361 

E value 2.0e-34 

Match length 106 

% identity 69 

NCBI Description (AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 

Seq. No. 168131 

Seq. ID LIB3234-053-P1-K1-H11 

Method BLASTX 

NCBI GI g464707 

BLAST score 420 

E value 2.0e-41 

Match length 83 

% identity 100 

NCBI Description 40S RIBOSOMAL PROTEIN S18 >gi_4 80 908_pir S37496 ribosomal 



protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273__ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910__emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


168132 


Seq. ID 


LIB3234-053-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4038037 


BLAST score 


145 


E value 


4.0e-09 


Match length 


130 


% identity 


5 


NCBI Description 


(AC005936) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


168133 


Seq. ID 


LIB3234-053-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl66570 


BLAST score 


241 


E value 


2.0e-20 


Match length 


105 


% identity 


49 


NCBI Description 


(L04173) glycine rich protein [Arabidopsis thaliana] 


Seq. No. 


168134 


Seq. ID 


LIB3234-053-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3659491 


BLAST score 


125 


E value 


7.0e-64 



22757 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



264 
89 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

168135 

LIB3234-053-P1-K1-H7 

BLASTX 

g3913425 

632 

3.0e-66 

127 

96 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

168136 

LIB3234-053-P1-K1-H8 

BLASTX 

g4263713 

287 

9.0e-26 

124 

52 

(AC006223) hypothetical protein [Arabidopsis thaliana] 



168137 

LIB3234-053-P1-K1-H9 

BLASTN 

g2262135 

164 

4.0e-87 

216 

54 

Arabidopsis thaliana BAC T10P11 
cM, complete sequence 



from chromosome IV, near 15 



168138 

LIB3234-054-P1-K1-A1 

BLASTX 

g4262232 

390 

7.0e-38 

111 

75 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 

168139 

LIB3234-054-P1-K1-A10 

BLASTX 

g3859606 

677 

1.0e-71 

123 



22758 



# 



NCBI Description 



(AF104919) contains similarity to cysteine proteases 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 


168140 


oeq. lu 


T TT3"3'>'3/I— n^y)— D1 —VT1 _ 7\ 1 1 

J_iJ.r5J>ZJ4 U04 r 1 rvl Ai 1 


Method 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


404 


E value 


2.0e-39 


Match length 


124 


% identity 


69 


NCBI Description 


(AC002332) putative pre-mRNA splicing factor PRP19 




[Arabidopsis thaliana] 


Seq. No. 


1 COT. A 1 

1 bo 14 1 


Seq. ID 


LIB3234-054-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g452470 


BLAST score 


93 


E value 


5.0e-18 


Match length 


64 


% identity 


91 


NCBI Description 


(U05218) ATP sulfurylase [Arabidopsis thaliana] 


Seq. No. 


168142 


Seq. ID 


LIB3234-054-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll70503 


BLAST score 


433 


E value 


6.0e-43 


Match length 


83 


% identity 


100 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 




>gi 322503 pir JC1452 translation initiation factor 




eIF-4Al - Arabidopsis thaliana >gi_l 6554_emb_CAA4 618 




(X65052) eukaryotic translation initiation factor 4A 




[Arabidopsis thaliana] 


Seq. No. 


168143 


Seq. ID 


LIB3234-054-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


195 


E value 


5.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


(Y07 7 65) S-adenosylmethionine decarboxylase [Arabido] 




thaliana] 


Seq. No. 


168144 


Seq. ID 


LIB3234-054-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4468806 


BLAST score 


212 


E value 


5.0e-17 


Match length 


51 


% identity 


78 



22759 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL035601) cytochrome P450 monooxygenase-like protein 
[Arabidopsis thaliana] 

168145 

LIB3234-054-P1-K1-A7 

BLASTN 

g3869072 

36 

5.0e-ll 

72 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB24, complete sequence [Arabidopsis thaliana] 

168146 

LIB3234-054-P1-K1-A9 

BLASTX 

g2894598 

532 

2.0e-54 

126 

86 

(AL021889) putative protein [Arabidopsis thaliana] 
168147 

LIB3234-054-P1-K1-B10 

BLASTN 

gl448916 

266 

1.0e-148 

352 

94 

Arabidopsis thaliana threonine synthase mRNA, 3 ! end of cds 
168148 

LIB3234-054-P1-K1-B11 

BLASTX 

gll2681 

452 

4.0e-45 

90 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

168149 

LIB3234-054-P1-K1-B12 

BLASTX 

g4325343 

606 

3.0e-63 

122 
98 

(AF128393) contains similarity to homeobox domains (Pfam: 



22760 



II 



PF00046, Score, 36.5, E=6.9e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168150 

LIB3234-054-P1-K1-B3 

BLASTN 

gl707006 

365 

0.0e+00 

369 

100 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168151 

LIB3234-054-P1-K1-B4 

BLASTN 

gl353238 

36 

9.0e-ll 

64 
89 

Arabidopsis thaliana Col-0 putative RNA helicase A mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168152 

LIB3234-054-P1-K1-B5 

BLASTN 

g4063730 

146 

2.0e-76 

378 
98 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168153 

LIB3234-054-P1-K1-B6 

BLASTN 

g4063730 

121 

2.0e-61 

304 
92 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168154 

LIB3234-054-P1-K1-B7 

BLASTN 

g2924651 

218 

1.0e-119 

309 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



22761 



K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168155 


Seq. ID 


LIB3234-054-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl351272 


BLAST score 


A 1 C 

4 lb 


E value 


6.0e-41 


Match length 


99 


% identity 


83 


NCBI Description 


TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) >gi_414550 




(U0294 9) cytosolic triose phosphate isomerase [Arabidc 




thaliana] >gi_742408_prf 2009415A triose phosphate 




isomerase [Arabidopsis thaliana] 


Seq. No. 


168156 


Seq. ID 


LIB3234-054-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2l9ll 


BLAST score 


178 


E value 


5.0e-l3 


Match length 


73 


% identity 


44 


NCBI Description 


(X62625) vicilin [Theobroma cacao] 


Seq. No. 


168157 


Seq. ID 


LIB3234-054-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4512697 


BLAST score 


226 


E value 


1.0e-18 


Match length 


84 


% identity 


56 


NCBI Description 


(AC006569) unknown protein [Arabidopsis thaliana] 


Seq. No. 


168158 


Seq. ID 


LIB3234-054-P1-K1-C10 


Method 


BLAST N 


NCBI GI 


g511598 


BLAST score 


368 


E value 


0. Oe+00 


Match length 


372 


% identity 


28 


NCBI Description 


Arabidopsis thaliana cell wall protein (APTR-1) gene, 




complete cds 


Seq. No. 


168159 


Seq. ID 


LIB3234-054-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


508 


E value 


1.0e-51 


Match length 


106 


% identity 


92 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


168160 



22762 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



LIB3234-054-P1-K1-C12 

BLASTN 

g4581103 

152 

5.0e-80 

276 

100 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168161 

LIB3234-054-P1-K1-C2 

BLASTX 

g4263777 

529 

3.0e-54 

113 

87 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD2147 9 . 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168162 

LIB3234-054-P1-K1-C3 

BLASTX 

gl710780 

411 

2.0e-40 

110 
73 

4 OS RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168163 

LIB3234-054-P1-K1-C4 

BLASTN 

g511598 

343 

0.0e+00 

375 

28 

Arabidopsis thaliana cell wall protein (APTR-1) 
complete cds 



gene, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



168164 

LIB3234-054-P1-K1-C5 

BLASTX 

g 4406764 

306 

3.0e-37 

86 

58 

(AC006836) putative uridylyl transferase [Arabidopsis 
thaliana] 



Seq. No. 



168165 



22763 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-054-P1-K1-C6 

BLASTN 

g3985958 

215 

1.0e-117 

380 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168166 

LIB3234-054-P1-K1-C7 

BLASTN 

g3292807 

345 

0.0e+00 

377 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F7H19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168167 

LIB3234-054-P1-K1-C8 

BLASTN 

g3292807 

294 

1.0e-164 

374 

94 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F7H19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168168 

LIB3234-054-P1-K1-C9 

BLASTX 

gl35406 

519 

5.0e-53 

97 
100 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168169 

LIB3234-054-P1-K1-D1 

BLASTX 

g4056502 

516 

1.0e-52 

102 
99 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



168170 

LIB3234-054-P1-K1-D10 



22764 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g2696018 

337 

0.0e+00 

369 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


168171 


Seq. ID 


LIB3234-054 


Method 


BLASTN 


NCBI GI 


g2959729 


BLAST score 


"2 r\ o 


E value 


1.0e-173 


Match length 


312 


% identity 


100 


NCBI Description 


Arabidopsis 


Seq. No. 


168172 


Seq. ID 


LIB3234-054 


Method 


BLASTN 


NCBI GI 


g4115930 


BLAST score 


290 


E value 


1.0e-162 


Match length 


378 


% identity 


94 


NCBI Description 


Arabidopsis 


Seq. No. 


168173 


Seq. ID 


LIB3234-054 


Method 


BLASTX 


NCBI GI 


g3335169 


BLAST score 


534 


E value 


8.0e-55 


Match length 


103 


% identity 


97 


NCBI Description 


(AF067857) 



-D12 



-P1-K1-D2 



■P1-K1-D3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>ryo-specif ic protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

168174 

LIB3234-054-P1-K1-D4 

BLASTN 

g3241920 

228 

1.0e-125 

374 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAE1, complete sequence [Arabidopsis thaliana] 

168175 

LIB3234-054-P1-K1-D5 

BLASTN 

g2947056 

350 



22765 



II 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

374 

87 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168176 

LIB3234-054-P1-K1-D6 

BLASTX 

gl703108 

543 

8.0e-56 

100 
100 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528j?ir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 


168177 


Seq. ID 


LIB3234-054-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g!737492 


BLAST score 


281 


E value 


4.0e-25 


Match length 


91 


% identity 


67 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivum] 


Seq. No. 


168178 


Seq. ID 


LIB3234-054-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2924784 


BLAST score 


98 


E value 


1.0e-03 


Match length 


111 


% identity 


13 


NCBI Description 


(AC002334) similar to jasmonate inducible protein 




[Arabidopsis thaliana] 


Seq. No. 


168179 


Seq. ID 


LIB3234-054-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3413716 


BLAST score 


364 


E value 


8.0e-35 


Match length 


80 


% identity 


50 


NCBI Description 


(AC004747) unknown protein [Arabidopsis thaliana] 




>gi_3643589 (AC005395) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


168180 


Seq. ID 


LIB3234-054-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gll07501 



22766 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

3.0e-40 

116 

72 

(X91954) orf [Arabidopsis thaliana] >gi__3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168181 

LIB3234-054-P1-K1-E11 

BLASTN 

g2914688 

189 

1.0e-102 

319 
94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168182 


Seq. ID 


LIB3234-054 


Method 


BLASTX 


NCBJ GI 


g4678285 


BLAST score 


374 


E value 


5.0e-36 


Match length 


122 


% identity 


58 


NCBI Description 


(AL049660) 


Seq. No. 


168183 


Seq. ID 


LIB3234-054 


Method 


BLASTX 


NCBI GI 


gll07501 


BLAST score 


408 


E value 


5.0e-40 


Match length 


109 


% identity 


75 


NCBI Description 


(X91954) or 




Match to gb 




gb_Z17 604, 




this gene. 


Seq. No. 


168184 


Seq. ID 


LIB3234-054 


Method 


BLASTN 


NCBI GI 


g3695372 


BLAST score 


272 


E value 


1.0e-151 


Match length 


347 


% identity 


95 


NCBI Description 


Arabidopsis 


Seq. No. 


168185 


Seq. ID 


LIB3234-054 


Method 


BLASTN 


NCBI GI 


g3046847 



-P1-K1-E5 



22767 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

2.0e-63 

327 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
KI1J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168186 


Seq. ID 


LIB3234-054-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g3928074 


BLAST score 


49 


E value 


1.0e-18 


Match length 


60 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T7F6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168187 


Seq. ID 


LIB3234-054-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g4432811 


BLAST score 


349 


E value 


0.0e+00 


Match length , 


361 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16D14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168188 


Seq. ID 


LIB3234-054-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3128169 


BLAST score 


95 


E value 


1.0e-17 


Match length 


91 


% identity 


54 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


168189 


Seq. ID 


LIB3234-054-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


148 


E value 


2.0e-09 


Match length 


120 


% identity 


44 


NCBI Description 


(AF067 961) homeodomain protein [Malus domestica] 



Seq. No. 168190 

Seq. ID LIB3234-054-P1-K1-F2 

Method BLASTN 

NCBI GI gl245181 

BLAST score 359 

E value 0.0e+00 

Match length 374 

% identity 99 



22768 



NCBI Description 



Arabidopsis thaliana sterol delta-7 reductase 
complete cds 



(ST7R) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168191 

LIB3234-054-P1-K1-F3 

BLASTX 

gll09697 

610 

1.0e-63 

125 
92 

(X83380) gibberellin 20-oxidase [Arabidopsis thaliana] 
168192 

LIB3234-054-P1-K1-F5 

BLASTX 

g4063568 

627 

1.0e-65 

125 

100 

(AF035916) ATP synthase beta subunit [Triplochlamys 
mult if lor a] 

168193 

LIB3234-054-P1-K1-F7 

BLASTX 

g3445209 

146 

9.0e-10 

38 
68 

(AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

168194 

LIB3234-054-P1-K1-F8 

BLASTX 

g3335169 

583 

2.0e-60 

112 
98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197__emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

168195 

LIB3234-054-P1-K1-F9 

BLASTX 

gl31398 

479 

2.0e-48 

113 

86 

PHOTOSYSTEM II 
>gi_72714_pir_ 



10 KD POLYPEPTIDE PRECURSOR 

F2MU10 photosystem II 10K protein precursor 



22769 



- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168196 

LIB3234-054-P1-K1-G1 

BLASTN 

g4337186 

212 

1.0e-116 

376 
98 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168197 

LIB3234-054-P1-K1-G11 

BLASTX 

gl32074 

574 

2.0e-59 

106 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68 0 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

168198 

LIB3234-054-P1-K1-G4 

BLASTN 

g2696018 

346 

0.0e+00 

358 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168199 

LIB3234-054-P1-K1-G5 

BLASTX 

gl335862 

613 

5.0e-64 

126 
94 

(U42608) clathrin heavy chain [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168200 

LIB3234-054-P1-K1-G6 

BLASTN 

g2618602 



22770 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



186 

1.0e-100 

186 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

168201 

LIB3234-054-P1-K1-G7 

BLASTX 

gl33729 

317 

2.0e-29 

80 
79 

CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll >gi_70941_pir R3NT11 

ribosomal protein Sll - common tobacco chloroplast 
>gi_11861__emb_CAA77377_ (Z00044) ribosomal protein Sll 

[Nicotiana tabacum] >gi_225229j?rf 1211235BL ribosomal 

protein Sll [Nicotiana tabacum] 

168202 

LIB3234-054-P1-K1-H1 

BLAST N 

g2864607 

247 

1.0e-137 

297 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168203 

LIB3234-054-P1-K1-H10 

BLASTN 

g4589433 

370 

0.0e+00 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNI5, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



168204 

LIB3234-054-P1-K1-H11 

BLASTN 

g3193305 

153 

1.0e-80 

327 
80 

Arabidopsis thaliana BAC F3D13 
168205 

LIB3234-054-P1-K1-H12 

BLASTN 

g2924257 



22771 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



65 

5.0e-28 

93 

92 

Tobacco chloroplast genome DNA 
168206 

LIB3234-054-P1-K1-H2 

BLASTN 

gl279568 

41 

9.0e-14 

49 
96 

Nicotiana acuminata chloroplast JLB region, l-250bp 
168207 

LIB3234-054-P1-K1-H3 

BLASTX 

g2529680 

496 

3.0e-50 

114 

49 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

168208 

LIB3234-054-P1-K1-H6 

BLASTX 

gl22781 

202 

8.0e-16 

52 
69 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_1184 4__emb__CAA77 364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 

168209 

LIB3234-054-P1-K1-H7 

BLASTN 

g2351061 

197 

1.0e-107 

351 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

168210 

LIB3234-054-P1-K1-H8 

BLASTX 

gl628583 

639 



22772 



II 



E value 
Match length 
% : identity 
NCBI Description 



4.0e-67 

124 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsi 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168211 

LIB3234-054-P1-K1-H9 

BLASTN 

g3046855 

35 

4.0e-10 

67 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSL1, complete sequence [Arabidopsis thaliana] 

168212 

LIB3234-055-P1-K1-A1 

BLASTX 

g2605714 

489 

2.0e-49 

115 

83 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168213 

LIB3234-055-P1-K1-A10 

BLASTN 

g2351062 

383 

0.0e+00 

383 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MAH20, complete sequence [Arabidopsis thaliana] 



clone 



168214 

LIB3234-055-P1-K1-A12 

BLASTN 

g4159712 

156 

2.0e-82 

291 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

168215 

LIB3234-055-P1-K1-A2 

BLASTX 

g3850816 

378 

2.0e-36 



22773 



Match length 


79 


% identity 


85 


NCBI Description 


(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 




sativa] 


Seq. No. 


168216 


Seq. ID 


LIB3234-055-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2760165 


oiiAoi score 




E value 


2.0e-24 


Match length 


301 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MAC9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168217 


Seq. ID 


LIB3234-055-P1-K1-A4 


Method 


BLASTX 




g4 do d y o y 


BLAST score 


175 


E value 


1.0e-12 


Match length 


85 


% identity 


48 


NCBI Description 


(AC005287) Hypothetical protein . [Arabidopsis thaliana] 


Seq. No. 


168218 


Seq. ID 


LIB3234-055-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


439 


E value 


1.0e-43 


Match length 


99 


% identity 


82 


NCBI Description 


OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168219 

LIB3234-055-P1-K1-A8 

BLASTX 

g4704766 

66 

3.0e-26 

124 

46 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 



Seq. No. 
Seq. ID 



168220 

LIB3234-055-P1-K1-B1 



22774 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2842474 

140 

3.0e-73 

156 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

168221 

LIB3234-055-P1-K1-B10 

BLASTX 

gll2740 

260 

1.0e-22 

115 

51 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168222 

LIB3234-055-P1-K1-B12 

BLASTX 

gl711382 

289 

5.0e-26 

97 

48 

SET PROTEIN >gi_940889 
melanogaster] 



(U30470) SET [Drosophila 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168223 

LIB3234-055-P1-K1-B2 

BLASTX 

g2129532 

330 

8.0e-31 

93 
71 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA63746_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168224 

LIB3234-055-P1-K1-B3 

BLASTX 

g4006924 

587 

6.0e-61 

129 
88 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



22775 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168225 

LIB3234-055-P1-K1-B4 

BLASTN 

g4662609 

254 

1.0e-141 

287 
97 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

168226 

LIB3234-055-P1-K1-B5 

BLASTN 

g4662609 

258 

1.0e-143 

287 
98 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

168227 

LIB3234-055-P1-K1-B6 

BLASTX 

g4734006 

152 

6.0e-10 

62 

48 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
168228 

LIB3234-055-P1-K1-B7 

BLASTN 

g2264306 

304 

1.0e-170 

336 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168229 

LIB3234-055-P1-K1-B8 

BLASTX 

g3023848 

612 

6.0e-64 

126 

59 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 



168230 



22776 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3234- 
BLASTX 
g498038 
235 

5.0e-20 

85 
58 

(L33792) 



055-P1-K1-B9 



lipid transfer protein [Senecio odorus] 



168231 

LIB3234-055-P1-K1-C1 

BLASTX 

g498038 

504 

3.0e-51 

127 
76 

(L33792) lipid transfer protein [Senecio odorus] 
168232 

LIB3234-055-P1-K1-C10 

BLASTN 

g4309747 

60 

3.0e-25 

179 
72 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168233 

LIB3234-055-P1-K1-C12 

BLASTN 

g2244991 

195 

1.0e-105 

389 
98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168234 

LIB3234-055-P1-K1-C2 

BLASTX 

g2058311 

410 

3.0e-40 

99 
78 

(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
168235 

LIB3234-055-P1-K1-C3 

BLASTN 

g3449332 

115 

7.0e-58 



22777 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSF19, complete sequence [Arabidopsis thaliana] 

168236 

LIB3234-055-P1-K1-C4 

BLASTN 

g3641835 

289 

1.0e-162 

346 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

168237 

LIB3234-055-P1-K1-C5 

BLASTX 

g4454032 

343 

2.0e-32 

111 
62 

(AL035394) putative protein [Arabidopsis thaliana] 
168238 

LIB3234-055-P1-K1-C6 

BLASTX 

g3461814 

687 

1.0e-72 

128 
99 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
168239 

LIB3234-055-P1-K1-C7 

BLASTX 

gl526424 

338 

6.0e-32 

79 
82 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 
168240 

LIB3234-055-P1-K1-C8 

BLASTX 

gl041704 

206 

2.0e-16 

78 
56 

(U30478) expansin At-EXP5 [Arabidopsis thaliana] 



Seq. No. 



168241 



22778 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-055-P1-K1-C9 

BLASTN 

g4309747 

372 

0.0e+00 

376 

39 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168242 

LIB3234-055-P1-K1-D10 

BLASTX 

g3023848 

552 

6.0e-57 

108 
57 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

168243 

LIB3234-055-P1-K1-D11 

BLASTN 

g4586241 

155 

9.0e-82 

218 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T20K18 
(ESSA project) 

168244 

LIB3234-055-P1-K1-D12 

BLASTX 

g4263771 

283 

3.0e-25 

73 
68 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4 7 2 612 l_gb__AAD2 8 32 1.1_AC00 64 3 6_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168245 

LIB32 34-055-P1-K1-D3 

BLASTX 

g3850816 

415 

9.0e-41 

80 
90 

(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 



22779 



sativa] 



Seq. No. 


168246 


Seq. ID 


LIB3234-055-P1-K1-D6 




dt a CTM 
D J_ifiO 1 LN 


NCBI GI 


g4589450 


BLAST score 


174 


E value 


4.0e-93 


Match length 


370 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




T31K7, complete sequence 


Seq. No. 


168247 


beq. id 




Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


300 


E value 


1.0e-168 


Match length 


370 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC F21E10 


Seq. No. 


168248 


Seq. ID 


LIB3234-055-P1-K1-D9 


Method 


hsLAb 1 X 


NCBI GI 


g4204298 


BLAST score 


575 


E value 


1.0e-59 


Match length 


128 


% identity 


88 


NCBI Description 


(AC003027) lcl_prt_seq No definit 




[Arabidopsis thaliana] 


Seq. No. 


168249 


Seq. ID 


LIB3234-055-P1-K1-E1 


Method 




NCBI GI 


g4589439 


BLAST score 


237 


E value 


1.0e-131 


Match length 


305 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MQM1, complete sequence 


Seq. No. 


168250 


Seq. ID 


LIB3234-055-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


572 


E value 


3.0e-59 


Match length 


104 


% identity 


100 



PI clone: 



NCBI Description 



TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



22780 



Seq. No. 


168251 


Seq. ID 


LIB3234-055-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g2160132 


BLAST score 


374 


E value 


0.0e+00 


Match length 


390 


% identity 


99 


NCBI Description 


Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168252 


Seq. ID 


LIB3234-055-P1-K1-E3 


L J. vH* l_ 1 J. >U 




NCBI GI 


g3327204 


BLAST score 


372 


E value 


9.0e-36 


Match length 


128 


% identity 


57 


NCBI Description 


(AB014595) KIAA0695 protein [Homo sapiens] 


Seq. No. 


168253 


Seq. ID 


LIB3234-055-P1-K1-E4 


Mf^ f" V) ri H 


RT.A9TY 


NCBI GI 


g3461828 


BLAST score 


186 


E value 


6.0e-14 


Match length 


119 


% identity 


36 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


168254 


Seq. ID 


LIB3234-055-P1-K1-F10 


Method 


BLASTX 


MPDT (IT 
IN ID ± Ul 


rr^ 9 &A1 1 P 
y OzC D4 / / o 


BLAST score 


365 


E value 


6.0e-35 


Match length 


123 


% identity 


66 


NCBI Description 


(AF072536) H-protein promoter binding factor-1 [Arabidopsis 




thaliana] 


Seq. No. 


168255 


Seq. ID 


LIB3234-055-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl628583 


RT.AST qpnrp 


64 6 


E value 


7.0e-68 


Match length 


127 


% identity 


98 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


168256 


Seq. ID 


LIB3234-055-P1-K1-F12 



22781 



Method 


BLAST N 




goiyooii 


BLAST score 


392 


E value 


0.0e+00 


Match length 


392 


% identity 


100 


NCB1 Description 


Arabidopsis thaliana BAC F6N15 


Seq. No. 


168257 


Seq. ID 


LIB3234-055-P1-K1-F2 


Method 


BLASTX 




gl4 0 Uo4 / 


BLAST score 


207 


E value 


2.0e-16 


Match length 


109 


% identity 


48 


NCBI Description 


(X99419) ferrodoxin NADP oxidoreductase [Pisum sativum] 


Seq. No. 


168258 


Seq. ID 


LIB3234-055-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3193310 


cLtAoi score 


CO 1 


E value 


6.0e-65 


Match length 


131 


% identity 


94 


NCBI Description 


(AF069300) contains similarity to Nicotiana tabacum hinl 




(GB:Y07563) [Arabidopsis thaliana] 


Seq. No. 


168259 


Seq. ID 


LIB3234-055-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3335169 


BLAST score 


671 


E value 


0 . ue— / 1 


Match length 


125 


% identity 


100 


NCBI Description 


(AF067857) embryo-specific protein 1 [Arabidopsis thaliai 




>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 




protein 1 (ATS1) [Arabidopsis thaliana] 


Seq. No. 


168260 


Seq. ID 


LIB3234-055-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3660471 


rsLiAbi score 


JUl 


E value 


2.0e-27 


Match length 


97 


% identity 


62 


NCBI Description 


(AJ001809) succinate dehydrogenase flavoprotein alpha 




subunit [Arabidopsis thaliana] 


Seq. No. 


168261 


Seq. ID 


LIB3234-055-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g547390 


BLAST score 


333 



22782 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



0. Oe+00 

341 

99 

Arabidopsis thaliana TRAP inRNA, partial cds 
168262 

LIB3234-055-P1-K1-G11 

BLAST N 

g2924731 

330 

0. Oe+00 

381 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSI17, complete sequence [Arabidopsis thaliana] 

168263 

LIB3234-055-P1-K1-G2 

BLASTX 

gll07501 

378 

2.0e-36 

119 
66 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

168264 

LIB3234-055-P1-K1-G3 

BLASTX 

g4204299 

649 

3.0e-68 

126 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168265 

LIB3234-055-P1-K1-G4 

BLASTX 

g2160151 

555 

3.0e-57 

112 

99 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

168266 

LIB3234-055-P1-K1-G5 

BLASTX 

g4583544 

440 

1.0e-43 



22783 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
91 

(Z95637) acyl-CoA: l-acylglycerol-3-phosphate 
acyltransf erase [Brassica napus] 

168267 

LIB3234-055-P1-K1-H11 

BLASTX 

g3461828 

154 

3.0e-10 

88 

40 

(AC004138) unknown protein [Arabidopsis thaliana] 
168268 

LIB32 34-055-P1-K1-H12 

BLASTN 

g2760164 

380 

0.0e+00 

396 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 

168269 

LIB3234-055-P1-K1-H2 

BLASTX 

g2342723 

179 

3.0e-13 

104 
36 

(AC002341) unknown protein [Arabidopsis thaliana] 
168270 

LIB3234-055-P1-K1-H5 

BLASTX 

g3292836 

455 

2.0e-45 

94 

99 

(AL031018) gamma-glutamylcysteine synthetase [Arabidopsis 
thaliana] >gi_4262277_gb_AAD14544_ (AF068299) 
gamma-glutamylcysteine synthetase [Arabidopsis thaliana] 

168271 

LIB3234-055-P1-K1-H7 

BLASTN 

g2564048 

368 

0.0e+00 

380 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22784 



MKD15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168272 

LIB3234-055-P1-K1-H8 

BLASTX 

gl864017 

586 

7.0e-61 

112 

99 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168273 

LIB3234-056-P1-K1-A1 

BLASTX 

gll4330 

578 

5 .Oe-60 

115 
97 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67 972_pir PXMCJP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi__166746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168274 

LIB3234-056- 
BLASTX 
g2289006 
469 

4.0e-47 

106 

88 

(AC002335) 
thaliana] 



P1-K1-A10 



glutathione perosidase isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168275 

LIB3234-056-P1-K1-A12 

BLASTN 

g2864607 

166 

2.0e-88 

326 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168276 

LIB3234-056-P1-K1-A2 

BLASTX 

g2160151 

336 

6.0e-40 

90 

95 

(AC000375) Strong similarity to Brassica aspartic protease 



22785 



m 



(gb_X77260). [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168277 

LIB3234-056-P1-K1-A3 

BLASTN 

g2760164 

386 

0.0e+00 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168278 

LIB3234-056-P1-K1-A6 

BLASTN 

g4757401 

137 

5.0e-71 

375 
81 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168279 

LIB3234-056-P1-K1-A7 

BLASTX 

gl345973 

570 

5.0e-59 

110 

93 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168280 

LIB3234-056-P1-K1-A8 

BLASTN 

g2760164 

209 

1.0e-114 

251 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168281 

LIB3234-056-P1-K1-B1 

BLASTX 

g2924784 



22786 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

1.0e-03 

114 
13 

(AC002334) similar to jasnionate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168282 

LIB3234-056-P1-K1-B10 

BLASTX 

g3819099 

268 

1.0e-23 

129 
46 

(AJ009825) copper amine oxidase [Cicer arietinum] 
168283 

LIB3234-056-P1-K1-B11 

BLASTX 

g4650842 

636 

1.0e-66 

126 
96 

(AB026185) elongation factor 2 [Lithospermum erythrorhizon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168284 

LIB3234-05 6-P1-K1-B2 

BLASTX 

gl33872 

329 

1.0e-30 

84 

73 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S264 94 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi__18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168285 

LIB3234-056-P1-K1-B3 

BLASTX 

g2961390 

188 

3.0e-14 

47 
79 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



168286 

LIB3234-05 6-P1-K1-B4 
BLASTN 



22787 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4185128 
162 

5.0e-86 

311 

100 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



168287 

LIB3234-056 

BLASTX 

g2398679 

460 

5.0e-46 

113 

77 

(Y14797) 
synthase 



■P1-K1-B5 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



168288 

LIB3234-056-P1-K1-B8 

BLASTN 

g2088638 

170 

9.0e-91 

246 
92 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



168289 

LIB3234-056-P1-K1-B9 

BLASTX 

g70644 

531 

2.0e-54 

109 
19 

ubiquitin precursor - 



common sunflower (fragment) 



168290 

LIB3234-056-P1-K1-C10 

BLASTN 

g2828182 

362 

0.0e+00 

370 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 

168291 

LIB3234-056-P1-K1-C11 

BLASTN 

g2914688 

182 

5.0e-98 



PI clone 



22788 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



289 
99 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168292 

LIB3234-056-P1-K1-C12 

BLAST N 

g3406034 

191 

1.0e-103 

261 
94 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

168293 

LIB32 34-056-P1-K1-C2 

BLASTX 

g4507433 

190 

2.0e-14 

114 
39 

testis enhanced gene transcript 

>gi_1729891_sp_P55061_TEGT_HUMAN TEGT PROTEIN (TESTIS 

ENHANCED GENE TRANSCRIPT) >gi_2 136254_pir 138334 TEGT 

(testis enhanced gene transcript) - human 
>gi__458545_emb_CAA53472_ (X75861) TEGT [Homo sapiens] 

168294 

LIB3234-056-P1-K1-C3 

BLASTX 

gl698690 

623 

4 .0e-65 

131 
90 

(U67317) beta-ketoacyl-ACP synthase II [Cuphea wrightii] 
168295 

LIB3234-056-P1-K1-C4 

BLASTX 

gl66570 

230 

4.0e-19 

103 
48 

(L04173) glycine rich protein [Arabidopsis thaliana] 
168296 

LIB3234-056-P1-K1-C5 

BLASTX 

g4454032 

155 

1.0e-10 

87 



22789 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(AL035394] 



putative protein [Arabidopsis thaliana] 



168297 

LIB3234-05 6-P1-K1-C6 

BLASTN 

g3927822 

229 

1.0e-126 

295 
97 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168298 

LIB3234-056-P1-K1-C9 

BLASTX 

g2244979 

374 

8.0e-49 
114 

92 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168299 

LIB3234-056-P1-K1-D10 

BLASTN 

g2435510 

299 

1.0e-167 

388 
93 

Arabidopsis thaliana BAC TM017A05 
168300 

LIB3234-056-P1-K1-D11 

BLASTN 

g4586241 

34 

1.0e-09 

132 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



168301 

LIB3234-056-P1-K1-D12 

BLASTX 

g3819099 

265 

3.0e-23 

121 

46 

(AJ009825) copper amine oxidase 



T20K18 



[Cicer arietinum] 



Seq. No. 



168302 



22790 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB32 34-056-P1-K1-D3 

BLASTX 

g3335169 

692 

3.0e-73 

131 

98 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 


168303 


Seq. ID 


LIB3234-056-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g4 159708 


BLAST score 


370 


E value 


0.0e+00 


Match length 


378 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic 




MKP6, complete sequence 


Seq. No. 


168304 


Seq. ID 


LIB3234-05 6-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g4115912 


BLAST score 


45 


E value 


4 . Oe-16 


Match length 


148 


% identity 


45 


NCBI Description 


Arabidopsis thaliana BAC F3H7 


Seq. No. 


168305 


Seq. ID 


LIB3234-056-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2501296 


BLAST score 


253 


E value 


9.0e-22 


Match length 


118 


% identity 


41 


NCBI Description 


DNA GYRASE SUBUNIT B >gi_1652 




gyrase B subunit [Synechocyst 


Seq. No. 


168306 


Seq. ID 


LIB3234-056-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3157937 


BLAST score 


562 


E value 


5.0e-58 


Match length 


117 


% identity 


88 



(D90908) DNA 



NCBI Description 



(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157 / gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 



22791 



Seq. No. 


168307 


Seq. ID 


LIB3234-056-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4589439 


bLAo 1 score 


loo 


E value 


1.0e-100 


Match length 


270 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MQM1, complete sequence 


Seq. No. 


168308 


Seq. ID 


LIB3234-056-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g4220644 


BLAST score 


4 o 


E value 


7.0e-18 


Match length 


261 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MXL8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168309 


Seq. ID 


LIB3234-056-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


170 


E value 


4.0e-12 


Match length 


47 


% identity 


74 


NCBI Description 


(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 




thaliana] 


Seq. No. 


168310 


Seq. ID 


LIB32 34-05 6-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gloo4140 


BLAST score 


467 


E value 


7.0e-47 


Match length 


129 


% identity 


67 


NCBI Description 


(U37840) lipoxygenase [Lycopersicon esculentum] 


Seq. No. 


168311 


Seq. ID 


LIB3234-056-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl35467 


BLAST score 


590 


E value 


3 . Oe-61 


Match length 


107 


% identity 


100 


NCBI Description 


TUBULIN BETA- 4 CHAIN >gi_212 954 6_pir S68122 beta-tubulin 




- Arabidopsis thaliana >gi 166640 (M21415) beta-tubulin 




[Arabidopsis -thaliana] 


Seq. No. 


168312 


Seq. ID 


LIB3234-056-P1-K1-E4 



22792 



1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3763944 

116 

2.0e-58 

324 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168313 

LIB3234-056-P1-K1-E5 

BLASTX 

g82263 

280 

6.0e-25 

62 
81 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168314 

LIB3234-056-P1-K1-E6 

BLASTN 

g3869067 

271 

1.0e-151 

404 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCK7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168315 

LIB32 34-05 6-P1-K1-E7 

BLASTX 

g4204298 

510 

5.0e-52 

96 
100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168316 

LIB3234-056-P1-K1-E8 

BLASTX 

g3522936 

575 

2.0e-59 

118 

97 

(AC004411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



168317 

LIB3234-05 6-P1-K1-F1 

BLASTN 

g2924257 



22793 



BLAST score 


52 


E value 


3.0e-20 


Match length 


179 


% identity 


93 


NCBI Description 


Tobacco 


Seq. No. 


168318 


Seq. ID 


LIB3234- 


Method 


BLASTX 


MPDT (IT 




BLAST score 


542 


E value 


1.0e-55 


Match length 


111 


% identity 


20 


NCBI Description 


(M74156) 


Seq. No. 


168319 


Seq. ID 


LIB3234- 


Method 


BLASTX 






BLAST score 


111 


E value 


9.0e-34 


Match length 


80 


% identity 


97 


NCBI Description 


(AC00229 


Seq. No. 


168320 


Seq. ID 


LIB3234- 


Method 


BLASTX 






BLAST score 


610 


E value 


1.0e-63 


Match length 


124 


% identity 


96 


NCBI Description 


(U42608) 


Seq. No. 


168321 


Seq. ID 


LIB3234- 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


261 


E value 


1.0e-145 


Match length 


325 


% identity 


94 


NCBI Description 


Genomic 




complete 


Seq. No. 


168322 


Seq. ID 


LIB3234- 


Method 


BLASTX 


NCBI GI 


g226120 


BLAST score 


237 


E value 


7.0e-20 


Match length 


113 


% identity 


42 



NCBI Description vicilin gene B [Saguinus oedipus] 



22794 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



168323 

LIB3234-056-P1-K1-F6 

BLASTX 

g548847 

387 

2.0e-37 

77 

99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_108 6182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168324 

LIB3234-056-P1-K1-F9 

BLASTN 

g4713943 

55 

4.0e-22 

156 

90 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 

168325 

LIB3234-056-P1-K1-G1 

BLASTN 

g4454447 

89 

5.0e-43 

93 
99 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168326 

LIB3234-056-P1-K1-G10 

BLASTN 

g4455262 

157 

5.0e-83 

336 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168327 

LIB3234-056-P1-K1-G11 

BLASTN 

g3402747 

204 

l.Oe-111 

215 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 



22795 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168328 

LIB3234-056-P1-K1-G12 

BLASTN 

g3402747 

39 

1.0e-12 

67 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168329 

LIB3234-056-P1-K1-G2 

BLASTX 

gll07501 

204 

2.0e-16 

79 
57 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168330 

LIB3234-05 6-P1-K1-G4 

BLASTN 

g4206762 

124 

2.0e-63 

234 

92 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168331 

LIB3234-056-P1-K1-G5 

BLASTN 

g4678266 

48 

4.0e-18 

115 
91 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F15B8 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168332 

LIB3234-056-P1-K1-G7 

BLASTN 

g4468103 

382 

0.0e+00 

390 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



M3E9 



22796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



168333 

LIB3234-056-P1-K1-G8 

BLASTX 

g4510397 

649 

3.0e-68 

127 

97 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168334 

LIB3234-056-P1-K1-G9 

BLASTX 

g2924514 

422 

1.0e-41 

82 
98 

(AL022023) protein kinase-like [Arabidopsis thaliana] 
168335 

LIB3234-056-P1-K1-H1 

BLASTX 

g4510397 

702 

2.0e-74 

132 

99 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168336 

LIB3234-056-P1-K1-H10 

BLAST N 

g4455262 

375 

0.0e+00 

383 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 

168337 

LIB3234-056-P1-K1-H11 

BLASTN 

g3402745 

116 

1.0e-58 

204 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

168338 

LIB3234-056-P1-K1-H12 

BLASTX 

g4415934 

150 



22797 



E value 


7.0e-10 




Match length 


87 




% identity 


45 




NCBI Description 


(AC006418) 


putative auxin response factor 




thaliana] 




Seq. No. 


168339 




Seq. ID 


LIB3234-056 


-P1-K1-H2 


Method 


BLASTX 










BLAST score 


481 




E value 


2.0e-48 




Match length 


129 




% identity 


75 




NCBI Description 


(AC006555) 


hypothetical protein [Arabidop 


Seq. No. 


168340 




Seq. ID 


LIB3234-056 


-P1-K1-H3 


Method 


BLASTX 






yi jjo j z> £. 




BLAST score 


74 




E value 


2.0e-22 




Match length 


122 




% identity 


64 




NCBI Description 


(AC006555) 


hypothetical protein [Arabidop 


Seq. No. 


168341 




Seq. ID 


LIB3234-056 


-P1-K1-H5 


Method 


BLASTX 




NCBI GI 


g481131 




BLAST score 


563 




Hj VdlUc 


4.0e-58 




Match length 


108 




% identity 


100 




NCBI Description 


sucrose transport protein SUC2 - Arabidop 




>gi 407092 


emb CAA53150 (X75382) sucrose 




[Arabidopsis thaliana] 


Seq. No. 


168342 




Seq. ID 


LIB3234-056 


-P1-K1-H6 


Method 


BLASTX 






g2827529 




BLAST score 


347 




E value 


8.0e-33 




Match length 


114 




% identity 


69 




NCBI Description 


(AL021633) 


putative protein [Arabidopsis 


Seq. No. 


168343 




Seq. ID 


LIB3234-057 


-P1-K1-A10 


Method 


BLASTX 




NCBI GI 


gl345973 




BLAST score 


398 




E value 


8.0e-39 




Match length 


94 




% identity 


79 





NCBI Description OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



22798 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D1757 9) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168344 

LIB3234-057-P1-K1-A3 

BLASTN 

g4469002 

218 

1.0e-119 

246 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168345 

LIB3234-057-P1-K1-A4 

BLASTN 

g2351068 

368 

0.0e+00 

372 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRH10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168346 

LIB3234-057-P1-K1-A5 

BLASTX 

g2499973 

385 

3.0e-37 

95 
83 

PHOTOSYSTEM II 



>gi_l 4 6 5 3 6 6_emb_CAA6 6 7 0 1 
[Arabidopsis thaliana] 



5 KD PROTEIN PRECURSOR (PSII-T) 

(X98078) photosystem II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168347 

LIB3234-057-P1-K1-A7 

BLASTX 

g3822036 

289 

5.0e-26 

124 

47 

(AF072326) endo-1 , 3-1 , 4-beta-D-glucanase [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



168348 

LIB3234-057-P1-K1-A8 

BLASTX 

g4490333 



22799 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401 

3.0e-39 

92 
86 

(AL035656) EF-Hanci containing protein-like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168349 

LIB3234-057-P1-K1-A9 

BLASTX 

gl592677 

289 

5.0e-26 

103 
60 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 
168350 

LIB3234-057-P1-K1-B1 

BLASTX 

g266989 

475 

7.0e-48 

125 
75 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi__166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 


168351 


Seq. ID 


LIB3234-057-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2842481 


BLAST score 


177 


E value 


6.0e-13 


Match length 


107 


% identity 


46 


NCBI Description 


(AL021749) extensin-like protein 


Seq. No. 


168352 


Seq. ID 


LIB3234-057-P1-K1-B12 


Method 


BLAST N 


NCBI GI 


g2924257 


BLAST score 


54 


E value 


2.0e-21 


Match length 


200 


% identity 


94 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


168353 


Seq. ID 


LIB3234-057-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2769642 


BLAST score 


514 


E value 


2.0e-52 


Match length 


125 


% identity 


75 



22800 



NCBI Description (Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 



Seq. No. 


168354 


Seq. ID 


LIB3234-057-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


143 


E value 


7.0e-09 


Match length 


61 


% identity 


44 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


168355 


Seq. ID 


LIB3234-057-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g2244747 


BLAST score 


344 


E value 


0. 0e+00 


Match length 


379 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 



fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168356 

LIB3234-057-P1-K1-B6 

BLASTX 

gl362003 

635 

1.0e-66 

125 

98 

protein phosphatase 2A B regulatory chain 55K - Arabidopsis 
thaliana >gi_710330 (U18129) 55 kDa B regulatory subunit of 
phosphatase 2A [Arabidopsis thaliana] 

168357 

LIB3234-057-P1-K1-B7 

BLASTN 

g4314374 

229 

1.0e-126 

323 
25 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168358 

LIB3234-057-P1-K1-B9 

BLASTX 

g3600054 

478 

3.0e-48 

109 
84 

(AF080120) No definition line found [Arabidopsis thaliana] 



22801 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

•NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168359 

LIB3234-057-P1-K1-C10 

BLASTX 

g2511725 

649 

3.0e-68 

124 

100 

(AF021937) catalase 1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168360 

LIB3234-057-P1-K1-C11 

BLASTN 

g3510347 

288 

1.0e-161 

378 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

168361 

LIB3234-057-P1-K1-C12 

BLASTX 

g4539466 

190 

2.0e-14 

70 
51 

(AL04 9500) putative protein [Arabidopsis thaliana] 
168362 

LIB3234-057-P1-K1-C2 

BLASTN 

g3242700 

293 

1.0e-164 

377 

95 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168363 

LIB3234-057-P1-K1-C3 

BLASTN 

g4589950 

179 

5.0e-96 

355 

94 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence, complete sequence 

168364 

LIB3234-057-P1-K1-C5 

BLASTX 

g3236248 



22802 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



545 

5. Oe-56 

124 

84 

(AC004 684) unknown protein [Arabidopsis thaliana] 
168365 

LIB3234-057-P1-K1-C7 

BLASTN 

g2924257 

30 

3.0e-07 

148 

91 

Tobacco chloroplast genome DNA 
168366 

LIB3234-057-P1-K1-C8 

BLASTX 

g3913437 

613 

5. 0e-64 

123 

95 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_14 02875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_l 4 9527 l_emb_CAA6 66 13_ (X97970) 
RNA helicase [Arabidopsis thaliana] 

168367 

LIB3234-057-P1-K1-C9 

BLASTN 

g3046855 

48 

6.0e-18 

271 

83 

Arabidopsis thaliana genomic DNA, chromosome - 3, PI clone: 
MSL1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



168368 

LIB3234-057-P1-K1-D10 

BLASTX 

gl22781 

267 

2.0e-23 

70 
71 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 22 9 - common 

tobacco chloroplast >gi_11844_emb_CAA77 364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf_1211235AT ORF 229 [Nicotiana tabacum] 

168369 

LIB3234-057-P1-K1-D12 
BLASTX 



22803 



NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129653 
286 

1.0e-25 

125 

58 

myosin heavy chain MYA2 - Arabidopsis thaliana 
>gi_499047_emb_CAA84066_ (Z34293) myosin [Arabidopsis 
thaliana] 

168370 

LIB3234-057-P1-K1-D3 

BLASTX 

g4321496 

149 

9.0e-37 

122 
66 

(AF049898) gibberellin 20-oxidase-l; 20ox-l [Lycopersicon 
esculentum] 



Seq. No. 168371 

Seq. ID LIB3234-057-P1-K1-D4 

Method BLASTX 

NCBI GI g4582446 

BLAST score 4 99 

E value 1.0e-50 

Match length 123 

% identity 78 

NCBI Description (AC007071) putative RING finger protein [Arabidopsis 
thaliana] 

Seq. No. 168372 

Seq. ID LIB3234-057-P1-K1-D5 

Method BLASTX 

NCBI GI gll6527 

BLAST score 514 

E value 2.0e-52 

Match length 112 

% identity 87 

NCBI Description PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

Seq. No. 168373 

Seq. ID LIB3234-057-P1-K1-D6 

Method BLASTX 

NCBI GI g4490333 

BLAST score 82 

E value 2.0e-4 9 

Match length 124 

% identity 85 

NCBI Description (AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 

Seq. No. 168374 

Seq. ID LIB3234-057-P1-K1-D7 



22804 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g2924257 

68 

8.0e-30 

214 

91 

Tobacco chloroplast genome DNA 
168375 

LIB3234-057-P1-K1-D9 

BLASTX 

g4204298 

545 

5.0e-56 

104 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arafoidopsis thaliana] 

168376 

LIB3234-057-P1-K1-E1 

BLASTX 

g2244835 

300 

2.0e-30 

71 

100 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
168377 

LIB3234-057-P1-K1-E10 

BLASTN 

g2494106 

189 

1.0e-102 

335 
91 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

168378 

LIB3234-057-P1-K1-E11 

BLASTN 

g4220645 

126 

2.0e-64 

366 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 

168379 

LIB3234-057-P1-K1-E12 

BLASTX 

g!170503 

407 

7.0e-40 



22805 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



81 
96 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

168380 

LIB3234-057-P1-K1-E2 

BLASTX 

g2623303 

118 

5.0e-06 

119 

75 

(AC002409) putative cytochrome P450 [Arabidopsis thaliana] 
168381 

LIB3234-057-P1-K1-E4 

BLASTX 

gl864017 

548 

2.0e-56 

106 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168382 

LIB3234-057-P1-K1-E5 

BLASTX 

g4519671 

224 

2.0e-18 

69 

70 

(AB017693) transfactor [Nicotiana tabacum] 
168383 

LIB3234-057-P1-K1-E6 

BLASTN 

g4757401 

369 

0. 0e+00 

381 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 

168384 

LIB3234-057-P1-K1-E7 

BLASTN 

g3075383 

348 

0.0e+00 

375 

98 



22806 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168385 

LIB3234-057-P1-K1-E8 

BLASTX 

g2244749 

549 

2.0e-56 

106 

98 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
168386 

LIB3234-057-P1-K1-E9 

BLASTX 

g!864017 

547 

3.0e-56 

109 

96 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
168387 

LIB3234-057-P1-K1-F1 

BLAST N 

gl931636 

144 

3.0e-75 

351 

85 

Arabidopsis thaliana BAC T19D16 genomic sequence 
168388 

LIB3234-057-P1-K1-F11 

BLASTX 

gl755162 

625 

2.0e-65 

122 

97 

(U75192) germin-like protein [Arabidopsis thaliana] 
168389 

LIB3234-057-P1-K1-F12 

BLASTN 

g2583106 

259 

1.0e-144 

356 
93 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168390 

LIB3234-057-P1-K1-F3 
BLASTX 



22807 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129642 
600 

2.0e-62 
116 
95 

major latex protein type 3 - Arabidopsis thaliana 
>gi_11074 95_emb_CAA63027_ (X91961! 
type3 [Arabidopsis thaliana] 



major latex protein 



168391 

LIB3234-057-P1-K1-F4 

BLASTX 

g2642430 

207 

2.0e-16 

37 
100 

(AC002391) putative AP2 domain containing protein 
[Arabidopsis thaliana] 

168392 

LIB3234-057-P1-K1-F5 

BLASTX 

gll2743 

651 

2.0e-68 

122 
98 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA80869_ 
(Z2474 4) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_44 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

168393 

LIB3234-057-P1-K1-F6 

BLASTX 

g3860277 

434 

5.0e-43 

86 
98 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4 314 394_gb_AAD15 604__ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

168394 

LIB3234-057-P1-K1-F8 

BLASTX 

g2129659 

289 

5.0e-26 

91 
64 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 



22808 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L40954) oleosin [Arabidopsis thaliana] 



168395 

LIB3234-057-P1-K1-F9 

BLASTX 

g4106930 

69 

5.0e-20 

80 
66 

(AF114 7 94) succinate: cytochrome c 
[Porphyra purpurea] 



oxidoreductase subunit 2 



Seq. No. 
Seq. ID 



168396 

LIB3234-057-P1-K1-G1 

BLASTN 

g4691223 

140 

8.0e-73 

383 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

168397 

LIB3234-057-P1-K1-G10 

BLASTX 

g2827529 

280 

5.0e-25 

80 

78 

(AL021633) putative protein [Arabidopsis thaliana] 
168398 

LIB3234-057-P1-K1-G2 

BLASTX 

g2832625 

213 

4.0e-17 

62 
63 

(AL021711) putative protein [Arabidopsis thaliana] 
168399 

LIB3234-057-P1-K1-G4 

BLASTN 

g4432793 

145 

8.0e-76 

165 

97 

Arabidopsis thaliana chromosome II BAC T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168400 

LIB3234-057-P1-K1-G5 



22809 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



BLASTN 

g2739359 

73 

8.0e-33 

200 
86 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168401 

LIB3234-057-P1-K1-G6 

BLASTX 

g4432845 

145 

3.0e-09 

63 

56 

(AC006283) unknown protein [Arabidopsis thaliana] 
168402 

LIB3234-057-P1-K1-G8 

BLASTN 

g3985957 

367 

0. 0e+00 
371 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

168403 

LIB3234-057-P1-K1-G9 

BLASTX 

g3023799 

157 

1.0e-10 

63 
48 

DIHYDRONEOPTERIN ALDOLASE (DHNA) >gi_1118003 (U40768) 
dihydroneopterin aldolase [Staphylococcus haemolyticus] 
>gi_1586495_prf_2204217C dihydroneopterin aldolase 
[Staphylococcus haemolyticus] 

168404 

LIB3234-057-P1-K1-H10 

BLASTN 

g2160132 

92 

3.0e-44 

231 
86 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

168405 

LIB3234-057-P1-K1-H11 
BLASTX 



22810 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g860891 
456 

1.0e-45 

92 
95 

(X87636) PSII cytochome b559 alpha chain [Beta vulgaris] 
>gi_8 60897_emb_CAA60972_ (X87637) PSII cytochrome b599 
alpha chain [Beta vulgaris] 

168406 

LIB3234-057-P1-K1-H12 

BLASTN 

g2656032 

192 

1.0e-104 

318 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 

168407 

LIB3234-057-P1-K1-H2 

BLASTX 

gl345973 

421 

2.0e-41 

95 
81 

OMEGA- 3 FATTY ACID DESATURASE, 
>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168408 

LIB3234-057-P1-K1-H3 

BLASTN 

g4220641 

234 

1.0e-129 

361 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUL3, complete sequence [Arabidopsis thaliana] 

168409 

LIB3234-057-P1-K1-H4 
BLASTX 
g544012 
206 

3.0e-16 
113 
40 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



PI clone: 



22811 



# 



NCBI Description 



BASIC ENDOCHITINASE >gi_487030_pir S37341 chitinase (EC 

3.2.1.14) chil4 - tomato (fragment) 

>gi_388509_emb_CAA7 884 3_ (Z15138) chitinase [Lycopersicon 
esculentum] 



Seq. No. 


168410 


Seq. -ID 


LIB3234-057-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll6343 


BLAST score 


206 


E value 


3.0e-16 


Match length 


101 


% identity 


41 


NCBI Description 


BASIC ENDOCHITINASE PRECURSOR 


Seq. No. 


168411 


Seq. ID 


LIB3234-057-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


261 


E value 


1.0e-145 


Match length 


355 


% identity 


92 


NCBI Description 


Genomic sequence for Arabidops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete sequence [Arabidopsis thaliana] 
168412 

LIB3234-057-P1-K1-H8 

BLASTX 

g4588001 

523 

2.0e-53 

124 

77 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

168413 

LIB3234-057-P1-K1-H9 

BLASTX 

g2135333 

268 

1.0e-23 

108 
48 

Hep27 protein - human >gi_1079566 (U31875) Hep27 protein 
[Homo sapiens] 

168414 

LIB3234-058-P1-K1-A10 

BLASTN 

g2264302 

204 

1.0e-lll 

375 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



22812 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



MAC12, complete sequence [Arabidopsis thaliana] 
168415 

LIB3234-058-P1-K1-A11 

BLASTN 

g2924729 

173 

2.0e-92 

303 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone: 



168416 

LIB3234-058-P1-K1-A12 

BLASTX 

g4204277 

538 

3.0e-55 

109 

94 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
168417 

LIB3234-058-P1-K1-A2 

BLASTX 

g!35858 

263 

5.0e-23 

52 
100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760__pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi__445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168418 

LIB3234-058-P1-K1-A3 

BLASTN 

g3426033 

251 

1.0e-139 

375 

98 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168419 

LIB3234-058-P1-K1-A4 

BLASTN 

g2191126 

143 

8 .0e-75 
179 



22813 



% identity 96 

NCBI Description Arabiciopsis thaliana BAC IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168420 

LIB3234-058-P1-K1-A5 

BLASTN 

g4539415 

374 

0. 0e+00 

374 

72 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



168421 

LIB3234-058-P1-K1-A6 

BLASTN 

g3176694 

376 

0.0e+00 

380 

100 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168422 

LIB3234-058-P1-K1-A7 

BLASTN 

g4027862 

245 

1.0e-135 

297 
98 

Arabidopsis thaliana chromosome 1 BAC T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

168423 

LIB3234-058-P1-K1-A8 

BLASTX 

gll07501 

388 

1.0e-37 

111 
71 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb__X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb__AA394824 come from 
this gene. [Arabidopsis thaliana] 

168424 

LIB3234-058-P1-K1-B1 

BLASTN 

g2264307 

49 

2.0e-18 
101 



22814 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168425 

LIB3234-058-P1-K1-B11 

BLASTX 

gl346523 

386 

2.0e-37 

78 

94 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADE NO SYL TRANSFERASE) (ADOMET SYNTHETASE) 

>giJL084428_pir S49491 methionine adenosyltransferase (EC 

2.5.1.6) - garden petunia >gi_55 9506_emb_CAA57 696_ (X82214) 
methionine adenosyltransferase [Petunia x hybrida] 

168426 

LIB3234-058-P1-K1-B12 

BLASTN 

g2827513 

79 

2.0e-36 

155 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

168427 

LIB3234-058-P1-K1-B2 

BLASTX 

g2244837 

623 

3.0e-65 

123 

100 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 

168428 

LIB3234-058-P1-K1-B4 

BLASTX 

g2493696 

322 

7.0e-30 

86 

67 

HYPOTHETICAL 21.5 KD PROTEIN (ORF 185) >gi_1480440 (U34204) 
ORF185; hypothetical 21.4 kD protein [Brassica oleracea] 

168429 

LIB3234-058-P1-K1-B5 

BLASTN 

g4510392 

350 



22815 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



0.0e+00 

378 

99 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

168430 

LIB3234-058-P1-K1-B6 

BLASTN 

g4191760 

261 

1.0e-145 

285 
54 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

168431 

LIB3234-058-P1-K1-B8 

BLASTX 

gl20675 

454 

2.0e-45 

104 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

168432 

LIB3234-058-P1-K1-B9 

BLASTX 

gl402904 

515 

1.0e-52 

99 

97 

(X98313) peroxidase [Arabidopsis thaliana] 
168433 

LIB3234-058-P1-K1-C11 

BLASTX 

g4835234 

407 

7.0e-40 

82 

100 

(AL04 98 62) putative cold acclimation protein [Arabidopsis 
thaliana] 

168434 

LIB3234-058-P1-K1-C12 

BLASTX 

g2459446 

540 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-55 

127 

84 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

168435 

LIB3234-058-P1-K1-C2 

BLASTX 

g3915847 

379 

1.0e-36 

83 
89 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

168436 

LIB3234-058-P1-K1-C6 

BLASTN 

g2828180 

37 

2.0e-ll 

252 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDK4, complete sequence [Arabidopsis thaliana] 

168437 

LIB3234-058-P1-K1-C7 

BLASTN 

g4512656 

142 

5.0e-74 

325 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

168438 

LIB3234-058-P1-K1-C8 

BLASTX 

g4455323 

648 

4.0e-68 

126 

99 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168439 

LIB3234-058-P1-K1-C9 

BLASTN 

gl6231 

80 

1.0e-37 

96 



22817 



% identity 96 

NCBI Description Arabidopsis CRA1 gene for 12S seed storage protein 

>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168440 

LIB3234-058-P1-K1-D1 

BLASTX 

g4510397 

634 

2.0e-66 

139 
89 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168441 

LIB3234-058-P1-K1-D10 

BLASTX 

g3250696 

198 

2.0e-15 

70 
26 

(AL024486) putative protein [Arabidopsis thaliana] 
168442 

LIB3234-058-P1-K1-D11 

BLASTX 

g3250696 

226 

1.0e-18 

92 
27 

(AL024486) putative protein [Arabidopsis thaliana] 
168443 

LIB3234-058-P1-K1-D12 

BLASTX 

gl694976 

290 

3.0e-26 

85 

71 

(Y094 82) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

168444 

LIB3234-058-P1-K1-D3 

BLASTX 

gl35858 

501 

7.0e-51 

120 
82 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 
>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Arabidopsis thaliana >gi_16182_embj3AA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 4 5128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168445 

LIB3234-058-P1-K1-D4 

BLASTX 

gll9350 

549 

2.0e-56 

107 
97 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_8 1608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA4 1114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb__AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



■058-P1-K1-D5 



168446 

LIB3234- 

BLASTX 

gl20667 

471 

2.0e-47 
105 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_8 1 622_pir JQ12 8 7 glyceraldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

168447 

LIB3234-058-P1-K1-D6 

BLASTN 

g3068702 

95 

6.0e-46 

95 
100 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p (AtG2 ) , 

Eml protein (ATEM1) , putative chlorophyll synthetase 
(AtG4), putative transmembrane protein G5p (AtG5), put 

168448 

LIB3234-058-P1-K1-D8 

BLASTX 

gl352463 

490 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



1.0e-49 

109 
88 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
CU04876) myo-inositol-l-phosphate synthase TArabidopsis 
thaliana] 

168449 

LIB3234-058-P1-K1-D9 

BLASTN 

g3985957 

247 

1. Oe-136 

381 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

168450 

LIB3234-058-P1-K1-E10 

BLASTX 

gl402904 

463 

8.0e-67 

127 
96 

(X98313) peroxidase [Arabidopsis thaliana] 
168451 

LIB3234-058-P1-K1-E12 

BLASTN 

g4006885 

308 

1.0e-173 

383 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

168452 

LIB3234-058-P1-K1-E2 

BLASTX 

g3834314 

580 

4.0e-60 

123 
91 

(AC005679) Similar to gene piOlO glycosyltransf erase 
gi_2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T4 6079 and gb_AA3944 66 come from this gene. [Arabidopsis 
thaliana] 

168453 

LIB3234-058-P1-K1-E3 

BLASTX 

g!695719 

165 
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E value 


1.0e-ll 


Match length 


77 


% identity 


57 


NCBI Description 


(D89342) 


Seq. No. 


168454 


Seq. ID 


LIB3234- 


Method 


BLASTX 


NCBI GI 


n A i ;qo i q 


BLAST score 


188 


E value 


3.0e-14 


Match length 


58 


% identity 


66 


NCBI Description 


(Y18623) 


Seq. No. 


168455 


Seq. ID 


LIB3234-I 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


553 


E value 


6.0e-57 


Match length 


108 


% identity 


100 


NCBI Description 


(AC00302' 




[Arabidoj 


Seq. No. 


168456 


Seq. ID 


LIB3234-( 


Method 


BLASTX 


NCBI GI 


g2961390 


BLAST score 


455 


E value 


2.0e-45 


Match length 


107 


% identity 


84 



luminal binding protein [Arabidopsis thaliana] 



lcl__prt_seq No definition line found 



-P1-K1-E6 



NCBI Description 



(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168457 

LIB3234-058-P1-K1-E8 

BLASTX 

gl35858 

276 

2.0e-24 

54 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi__99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA4 5114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 45128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168458 

LIB3234-058-P1-K1-F1 

BLASTX 

gl718097 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



352 

2.0e-33 

101 

61 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 

168459 

LIB3234-058-P1-K1-F10 

BLASTX 

gl345973 

668 

2.0e-70 

116 

100 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>gi_541882_pir_JQ2335 omega-3 fatty acid desaturase (EC 
1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_db j__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis ' 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168460 

LIB3234-058-P1-K1-F11 

BLASTN 

g3869073 

383 

0.0e+00 

383 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 

168461 

LIB3234-058-P1-K1-F3 

BLASTX 

g4559339 

494 

4 ,0e-50 

127 

78 

(AC007087) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



168462 

LIB3234-058-P1-K1-F6 

BLASTN 

gl931636 

365 

0.0e+00 

389 
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% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T19D16 


Seq. No. 


168463 


Seq. ID 


LIB3234-05 8-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4314369 


BLAST score' 


511 


E value 


4.0e-52 


Match length 


113 


% identity 


94 


NCBI Description 


(AC006340) hypothetical protein 


Seq. No. 


168464 


Seq. ID 


LIB3234-058-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4512656 


BLAST score 


368 


E value 


0.0e+00 


Match length 


380 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


168465 


Seq. ID 


LIB3234-058-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3176708 


BLAST score 




E value 


4.0e-40 


Match length 


80 


% identity 


97 


NCBI Description 


(AC002392) putative proline-ricb 




thaliana] 


Seq. No. 


168466 


Seq. ID 


LIB3234-058-P1-K1-G10 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4454585 

133 

1.0e-68 

377 
91 

Arabidopsis thaliana BAC T13D4 from chromosome IV near 21.5 
cM, complete sequence 

168467 

LIB3234-058-P1-K1-G11 

BLASTN 

g4063730 

201 

1.0e-109 

355 
89 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168468 

LIB3234-058-P1-K1-G12 

BLASTX 

g4589964 

613 

5. Oe-64 

127 

87 

(AC007169) delta 



9 desaturase [Arabidopsis thaliana] 



168469 

LIB3234-058-P1-K1-G2 

BLASTN 

g4376087 

266 

1.0e-148 

383 
99 

Arabidopsis thaliana DNA chromosome 
fragment No 



4, ESSA I AP2 contig 



1 [Arabidopsis thaliana] 
(D86932) terminal flowerl 

(D87130) 



168470 

LIB3234-058-P1-K1-G3 
BLASTX 
gl809127 
303 

1.0e-27 

115 
50 

(U77674) terminal flower 
>g i_2 208 92 9_db j _BAA2 0 4 8 3_ 

[Arabidopsis thaliana] >gi_2208 931_dbj_BAA20484 
terminal flowerl [Arabidopsis thaliana] 
>gi__2208933_dbj_BAA20485_ (D87519) terminal flowerl 
[Arabidopsis thaliana] 

168471 

LIB3234-058-P1-K1-G4 

BLASTX 

g3548815 

662 

9.0e-70 

122 

99 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 

168472 

LIB3234-058-P1-K1-G6 

BLASTX 

g2583125 

653 

1.0e-68 

130 

100 

(AC002387) putative transketolase precursor [Arabidopsis 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
168473 

LIB3234-058-P1-K1-G8 

BLASTX 

g2961390 

651 

2.0e-68 

121 

100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

168474 

LIB3234-058-P1-K1-G9 

BLASTX 

g541847 

656 

4.0e-69 

125 
98 

alcohol dehydrogenase (EC 1.1.1.1) 



Arabidopsis thaliana 



168475 

LIB3234-058-P1-K1-H1 

BLASTX 

g266989 

459 

6.0e-46 

109 

83 

GTP-BINDING PROTEIN SAR1B >gi_322517_pir S28 603 

GTP-binding protein - Arabidopsis thaliana >gi_l 66734 
(M957 95) GTP-binding protein [Arabidopsis thaliana] 

168476 

LIB3234-058-P1-K1-H11 

BLASTX 

g2129651 

196 

7.0e-41 

92 
100 

myosin heavy chain ATM2 
>gi__4 990 4 5_emb_CAA8 4 065 
thaliana] 



Arabidopsis thaliana (fragment) 
(Z34292) myosin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168477 

LIB3234-058-P1-K1-H2 

BLASTN 

g4432793 

108 

1.0e-53 

270 

46 

Arabidopsis thaliana chromosome II BAC T19K21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 
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Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168478 

LIB3234-058-P1-K1-H3 

BLASTN 

g4757398 

39 

1.0e-12 

63 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MED5 , complete sequence 

168479 

LIB3234-058-P1-K1-H4 

BLASTN 

g4159712 

361 

0.0e+00 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

168480 

LIB3234-058-P1-K1-H5 

BLASTX 

g4204298 

529 

4.0e-54 

122 

84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168481 

LIB3234-058-P1-K1-H6 

BLASTN 

g4159707 

179 

4.0e-96 

331 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

168482 

LIB3234-058-P1-K1-H7 

BLASTX 

gl35858 

460 

3.0e-46 

100 
92 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Aral [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

168483 

LIB3234-058-P1-K1-H8 

BLASTN 

g4512656 

159 

4.0e-84 

290 
85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

168484 

LIB3234-058-P1-K1-H9 

BLASTX 

g3915961 

376 

3.0e-36 

95 
73 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (200044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77 4 38_ (Z0004 4) hypothetical 
protein [Nicotiana tabacum] 

168485 

LIB3234-059-P1-K1-A1 

BLASTN 

g4159712 

184 

4.0e-99 

364 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

168486 

LIB3234-059-P1-K1-A11 

BLASTN 

g2351061 

214 

1.0e-117 

371 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 

168487 

LIB3234-059-P1-K1-A12 

BLASTN 

g2477521 

96 

1.0e-46 
304 
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% identity 95 

NCBI Description Arabidopsis thaiiana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168488 

LIB3234-059-P1-K1-A3 

BLASTX 

g3785977 

597 

4.0e-62 

125 
93 

(AC005560 
thaiiana] 



putative growth regulator protein [Arabidopsis 



168489 

LIB3234-059-P1-K1-A4 

BLASTN 

g2252823 

366 

0.0e+00 

382 

99 

Arabidopsis thaiiana BAC IG005I10 
168490 

LIB3234-059-P1-K1-A5 

BLASTN 

g2351061 

159 

4 .Oe-84 

183 
97 

Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaiiana] 

168491 

LIB3234-05 9-P1-K1-A6 

BLASTX 

g2102691 

235 

1.0e-19 

90 

58 

(U64817) fructokinase [Lycopersicon esculentum] 
168492 

LIB3234-059-P1-K1-A7 

BLASTN 

g2961370 

152 

3.0e-80 

196 
95 

Arabidopsis thaiiana DNA chromosome 4, BAC clone F23E13 
(ESSAII project) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168493 

LIB3234-059-P1-K1-A9 

BLASTX 

g3201632 

287 

8.0e-26 

98 

56 

(AC004669) putative 2A6 protein [Arabidopsis thaliana] 
168494 

LIB3234-059-P1-K1-B10 

BLASTX 

g4204298 

519 

5.0e-53 

127 
79 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168495 

LIB3234-059-P1-K1-B12 

BLASTX 

g3688189 

151 

7.0e-10 

33 
91 

(AL031804) putative protein kinase [Arabidopsis thaliana] 
168496 

LIB3234-059-P1-K1-B2 

BLASTX 

g!351837 

602 

1.0e-62 

128 
89 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>gi_1069998_emb_CAA90747_ (Z508 68) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_1589046j?rf 2210244G Ac-CoA carboxylase : SUBUNIT=beta 

[Brassica napus] 

168497 

LIB3234-059-P1-K1-B4 

BLASTN 

g2749918 

313 

1.0e-176 

370 

95 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22829 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



168498 

LIB3234-059-P1-K1-B5 

BLASTN 

g4531433 

316 

1.0e-178 

371 
96 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

168499 

LIB3234-059-P1-K1-B6 

BLASTX 

gl890352 

434 

5. Oe-43 

80 

55 

(X91398) transcription factor L2 [Arabidopsis thaliana] 
168500 

LIB3234-059-P1-K1-B7 

BLASTN 

g2584827 

342 

0.0e+00 

373 

98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

168501 

LIB3234-059-P1-K1-B8 

BLASTX 

gl345973 

431 

1.0e-42 

97 

81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168502 

LIB3234-059-P1-K1-C10 

BLASTN 

g2264318 

374 

0.0e+00 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



378 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUP24, complete sequence [Arabidopsis thaliana] 

168503 

LIB3234-059-P1-K1-C11 

BLASTX 

g3080435 

659 

2.0e-69 

126 

99 

(AL022605) putative protein [Arabidopsis thaliana] 
168504 

LIB3234-059-P1-K1-C12 

BLASTN 

g516389 

44 

1.0e-15 

112 
86 

M.jalapa 25S ribosomal RNA 
168505 

LIB3234-059-P1-K1-C2 

BLASTN 

g4731050 

47 . 

3.0e-17 

59 

95 

Drosophila melanogaster, chromosome 3L, region 79F1-80A2, 
BAC clone BACR48E05 , complete sequence 

168506 

LIB3234-059-P1-K1-C3 

BLASTX 

g2160158 

275 

2.0e-24 

95 
63 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45 940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

168507 

LIB3234-059-P1-K1-C4 

BLASTN 

g2264318 

299 

1.0e-168 

306 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MUP24, complete sequence [Arabidopsis thaliana] 
168508 

LIB3234-059-P1-K1-C5 

BLASTN 

g3212102 

305 

1.0e-171 

350 
96 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 
complete sequence [Arabidopsis thaliana] 

168509 

LIB3234-059-P1-K1-C6 

BLASTX 

gl70354 

540 

2.0e-55 

114 

21 

(M74156) pentameric polyubiquitin 



cM, 



[Nicotiana sylvestris] 



168510 

LIB3234-059-P1-K1-C7 

BLASTN 

g3449330 

363 

0.0e+00 

383 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14 , complete sequence [Arabidopsis thaliana] 

168511 

LIB3234-059-P1-K1-C8 

BLASTN 

g3449334 

243 

1.0e-134 

267 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

168512 

LIB3234-059-P1-K1-C9 

BLASTX 

g99688 

628 

9.0e-66 

126 
96 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_2957 89_emb_CAA344 56_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168513 

LIB3234-059-P1-K1-D1 

BLASTX 

g4204277 

619 

1.0e-64 

117 

98 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 
168514 

LIB3234-059-P1-K1-D11 

BLASTN 

g4432847 

246 

1.0e-136 

302 

95 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168515 

LIB3234-059-P1-K1-D12 

BLASTN 

g2828185 

142 

5.0e-74 

385 
98 

Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone 
MUD21, complete sequence [Arabidopsis thaliana] 

168516 

LIB3234-059-P1-K1-D3 

BLASTX 

g2781348 

623 

3.0e-65 

128 
93 

(AC003113) F2401.4 [Arabidopsis thaliana] 
168517 

LIB3234-059-P1-K1-D5 

BLASTX 

g226120 

47 

9.0e-18 

125 
36 

vicilin gene B [Saguinus oedipus] 
168518 

LIB3234-059-P1-K1-D6 

BLASTX 

g2583108 

385 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-37 

81 

95 

(AC002387) 



putative surface protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



168519 

LIB3234-059-P1-K1-D7 

BLASTN 

gl6145 

144 

3.0e-75 

275 

99 

A. thaliana mRNA for ABI3 protein 
168520 

LIB3234-05 9-P1-K1-D8 

BLASTN 

gl279629 

278 

1.0e-155 

380 
93 

O.lamarckiana chloroplast 16S rRNA, trnl, trnA and 23S rRNA 
genes 

168521 

LIB3234-059-P1-K1-D9 

BLASTX 

g!345973 

435 

4.0e-43 

98 

82 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168522 

LIB3234-059-P1-K1-E1 

BLASTX 

g4510373 

176 

8.0e-13 

59 
58 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 

168523 

LIB3234-059-P1-K1-E2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!18926 

353 

2.0e-33 

121 
55 

DES SI CAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

168524 

LIB3234-059-P1-K1-E3 

BLASTX 

g2118307 

495 

3.0e-50 

108 
94 

cysteine synthase (EC 4.2.99.8) 3A - Arabidopsis thaliana 
>gi_804950_emb_CAA588 93_ (X84097) cysteine synthase 

[Arabidopsis thaliana] >gi_10 96196_prf 2111276A Ser(Ac) 

thiol lyase [Arabidopsis thaliana] 

168525 

LIB3234-059-P1-K1-E4 

BLASTX 

g3808062 

149 

1.0e-09 

62 
45 

(AB019195) PV100 [Cucurbita maxima] 
168526 

LIB3234-059-P1-K1-E7 

BLASTX 

g687844 

136 

4.0e-08 

91 

8 

(U21320) 
elegans] 



contains TPR domain-like repeats [Caenorhabditis 



168527 

LIB3234-059-P1-K1-E8 

BLASTX 

g585349 

308 

3.0e-28 

58 
100 

CASEIN KINASE II, ALPHA CHAIN 1 (CK II) 
>gi_419752_pir S31098 casein kinase II 



(EC 2.7.1.-) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ~ 

Match length 

% identity 

NCBI Description 



alpha-type chain {clone ATCKAI) - Arabidopsis thaliana 
>gi_391603_dbj_BAA01090_ (D10246) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 

168528 

LIB3234-059-P1-K1-E9 

BLASTN 

g4335711 

36 

9.0e-ll 

88 
85 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168529 

LIB3234-059-P1-K1-F1 

BLASTN 

g2244788 

260 

1.0e-144 

326 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168530 

LIB3234-059-P1-K1-F10 

BLASTN 

gl707006 

67 

3.0e-29 

187 

93 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168531 

LIB3234-059-P1-K1-F12 

BLASTN 

g3449326 

349 

0.0e+00 

369 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

168532 

LIB3234-059-P1-K1-F2 

BLASTX 

g4589964 

420 

2.0e-41 

98 
84 

(AC007169) delta 9 desaturase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168533 

LIB3234-059-P1-K1-F3 

BLASTX 

g4567246 

449 

9.0e-45 

98 
87 

(AC007070) unknown protein [Arabidopsis thaliana] 
168534 

LIB3234-059-P1-K1-F4 

BLASTX 

g4263771 

288 

6.0e-26 

71 
72 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transf er protein precursor [Arabidopsis 
thaliana] 

168535 

LIB3234-059-P1-K1-F8 

BLASTX 

gl35406 

495 

3.0e-50 

92 
100 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

168536 

LIB3234-059-P1-K1-F9 

BLASTX 

g4585997 

637 

8.0e-67 

125 
97 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
168537 

LIB3234-059-P1-K1-G10 

BLASTX 

g4204277 

521 

2.0e-53 

98 

97 

(AC00414 6) Hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 


168538 


Seq. ID 


LIB3234-059-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2961375 


BLAST score 


109 


E value 


6.0e-05 


Match length 


126 


% identity 


73 


NCBI Description 


(AL022141) NAM like protein [Arabidopsis thaliana] 


Seq. No. 


168539 


Seq. ID 


LIB3234-059-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2827644 


BLAST score 


199 


E value 


1.0e-108 


Match length 


363 


% identity 


89 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone Fl 




(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168540 

LIB3234-059-P1-K1-G4 

BLASTN 

g2914688 

276 

1.0e-154 

341 

100 

Arabidopsis thaliana chromosome II BAC E24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168541 

LIB3234-059-P1-K1-G5 

BLASTX 

g4432860 

267 

2.0e-23 

126 

21 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

168542 

LIB3234-059-P1-K1-G6 

BLASTN 

g2952432 

102 

4.0e-50 

144 

99 

Arabidopsis thaliana putative ubiquitin activating enzyme 
El (ECR1) mRNA, complete cds 



Seq. No. 
Seq. ID 



168543 

LIB3234-059-P1-K1-G7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2760169 

152 

6.0e-80 

270 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone: 



168544 

LIB3234-059-P1-K1-G8 

BLASTX 

g266839 

539 

2.0e-55 

109 
99 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX ALPHA SUBUNIT) (TAS-G64) >gi_4787 64_pir S29240 

multicatalytic endopeptidase complex (EC 3.4.99.46) alpha 
chain - Arabidopsis thaliana >gi_164 45_emb__CAA47298 
(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PAD1 

[Arabidopsis thaliana] >gi__742351_prf 2009376B 

proteasome : SUBUNIT=alpha [Arabidopsis thaliana] 

168545 

LIB3234-059-P1-K1-G9 

BLASTN 

g3702315 

137 

5.0e-71 

316 
98 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168546 

LIB3234-059-P1-K1-H1 

BLASTN 

g3449317 

49 

2.0e-18 

150 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKM21, complete sequence [Arabidopsis thaliana] 

168547 

LIB3234-059-P1-K1-H11 

BLASTX 

gl66570 

245 

7.0e-21 

106 

49 

(L04173) glycine rich protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168548 

LIB3234-059-P1-K1-H7 

BLASTX 

g3894171 

537 

4.0e-55 

114 

93 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



168549 

LIB3234-059-P1-K1-H8 

BLASTX 

g3157928 

485 

5.0e-49 

95 
100 

(AC002131) Similar to f umarylacetoacetate hydrolase, 
gb_L41670 from Emericella nidulans. [Arabidopsis thaliana] 

168550 

LIB3234-059-P1-K1-H9 

BLASTN 

g3659491 

289 

1.0e-161 

353 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
l r complete sequence [Arabidopsis thaliana] 

168551 

LIB3234-060-P1-K1-A1 

BLASTN 

g2288979 

389 

0.0e+00 

396 

99 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168552 

LIB3234-060-P1-K1-A2 

BLASTN 

g3241927 

362 

0.0e+00 

395 
61 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17 , complete sequence [Arabidopsis thaliana] 



Seq. No. 



168553 



22840 



Seq. ID 


LIB3234-060-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g3985949 


BLAST qmrp 




E value 


1.0e-148 


Match length 


392 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MOB24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168554 


Seq. ID 


LIB3234-060-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


g4757406 


BLAST srnrp 




E value 


0.0e+00 


Match length 


387 


% identity 


73 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MPF21, complete sequence 


Seq. No. 


168555 


Seq. ID 


LIB3234-060-P1-K1-A5 


Method 


BLASTX 


Vi Vj SD J. UJL 


tjiooyui / 


BLAST score 


481 


E value 


1.0e-48 


Match length 


92 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


168556 


Seq. ID 


LIB3234-060-P1-K1-A6 


Method 


BLASTX 




go y oo4 oy 


BLAST score 


353 


E value 


2.0e-33 


Match length 


113 


% identity 


62 


NCBI Description 


(AC002328) F20N2.14 [Arabidopsis thaliana] 


Seq. No. 


168557 


Seq. ID 


LIB3234-060-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


235 


E value 


1.0e-129 


Match length 


308 


% identity 


54 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 




(ESSA project) 



Seq. No. 168558 

Seq. ID LIB3234-060-P1-K1-B10 

Method BLASTX 

NCBI GI g4678285 

BLAST score 366 



22841 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



5.0e-35 

130 

50 

(AL049660) putative protein [Arabidopsis thaliana] 
168559 

LIB3234-060-P1-K1-B12 

BLASTN 

g2696018 

211 

1.0e-115 

394 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

168560 

LIB3234-060-P1-K1-B2 

BLASTN 

gl66853 

88 

2.0e-42 

100 

97 

Arabidopsis thaliana RNA polymerase II fifth largest 
subunit mRNA, complete cds 

168561 

LIB3234-060-P1-K1-B3 

BLASTX 

gl871185 

192 

1.0e-14 

100 
38 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
168562 

LIB3234-060-P1-K1-B5 

BLASTX 

gl33960 

235 

1.0e-19 

68 
72 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_70876_pir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb_CAA77354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 

168563 

LIB3234-060-P1-K1-B7 

BLASTX 

g2262167 

657 

4.0e-69 



22842 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

168564 

LIB3234-060-P1-K1-B8 

BLASTX 

gl35858 

296 

8.0e-27 

58 

100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 


168565 


Seq. ID 


LIB3234-060-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


221 


E value 


5 . Oe-18 


Match length 


104 


% identity 


35 


NCBI Description 


(AC004521) unknown protein 


Seq. No. 


168566 


Seq. ID 


LIB3234-060-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl617268 


BLAST score 


573 


E value 


3.0e-59 


Match length 


130 


% identity 


85 


NCBI Description 


(Z72153) acyl CoA syntheta. 


Seq. No. 


168567 


Seq. ID 


LIB3234-060-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


376 


E value 


3.0e-36 


Match length 


92 


% identity 


83 


NCBI Description 


(D63396) elongation factor- 


Seq. No. 


168568 


Seq. ID 


LIB3234-060-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g3548797 


BLAST score 


140 


E value 


8.0e-73 



22843 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



397 
97 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168569 

LIB3234-060-P1-K1-C5 

BLASTX 

g2494041 

231 

3.0e-19 

57 
74 

DIAMINOPIMELATE EPIMERASE >gi_l 653875_dbj_BAA18 7 85_ 
(D90917) diaminopimelate epimerase [Synechocystis sp.] 



168570 

LIB3234 

BLASTX 

g267069 

536 

6.0e-55 

99 
100 

TUBULIN 
tubulin 
(M84696 
(M84697 



■060-P1-K1-C7 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_32018 3_pir JQ1594 

alpha chain - Arabidopsis^thaliana >gi__166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



168571 

LIB3234-060-P1-K1-D1 

BLASTX 

g3273743 

552 

8.0e-57 

105 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

168572 

LIB3234-060-P1-K1-D11 

BLASTN 

g4415905 

361 

0.0e+00 

393 

98 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168573 

LIB3234-060-P1-K1-D4 

BLASTX 

g4234768 

202 



22844 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-16 

37 
89 

(AF0694 68) sterol-C5-desaturase [Arabidopsis thaliana] 
168574 

LIB3234-060-P1-K1-D5 

BLASTN 

g2828182 

394 

0.0e+00 

397 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
M0J9, complete sequence [Arabidopsis thaliana] 

168575 

LIB3234-060-P1-K1-D6 

BLASTN 

g4432811 

401 

0. 0e+00 

401 

100 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168576 

LIB3234-060-P1-K1-D7 

BLASTX 

g2129532 

306 

5.0e-28 

88 

69 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 

168577 

LIB3234-060-P1-K1-D8 

BLASTX 

g2160296 

641 

3.0e-67 

130 

95 

(D61395) gamma-VPE [Arabidopsis thaliana] 
168578 

LIB3234-060-P1-K1-E10 

BLASTX 

g4582468 

479 

2.0e-48 

98 



22845 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



99 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

168579 

LIB3234-060-P1-K1-E12 

BLASTN 

g2351062 

286 

1.0e-160 

378 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

168580 

LIB3234-060-P1-K1-E4 

BLASTX 

g897638 

244 

1.0e-20 

50 

92 

(M10124) unknown protein [Nicotiana tabacum] 
>gi_224349_prf_1102209C ORF 3 [Nicotiana sp.] 

168581 

LIB3234-060-P1-K1-E5 

BLASTX 

g3157930 

623 

4.0e-65 

117 

99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

168582 

LIB3234-060-P1-K1-E6 

BLASTX 

g3193292 

386 

2.0e-37 

122 
70 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

168583 

LIB3234-060-P1-K1-E7 

BLASTN 

g3228389 

321 

0.0e+00 



22846 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 
98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

168584 

LIB3234-060-P1-K1-E8 

BLASTN 

g3241927 

81 

7.0e-38 

148 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MTE17 r complete sequence [Arabidopsis thaliana] 

168585 

LIB3234-060-P1-K1-F1 

BLASTX 

g584882 

763 

1.0e-81 

132 

100 

CYCLOARTENOL SYNTHASE (2, 3-EPOXYSQUALENE — CYCLOARTENOL 
CYCLASE) >gi_452446 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 



Seq. No. 


168586 


Seq. ID 


LIB3234-060-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


52 


E value 


3.0e-20 


Match length 


253 


% identity 


88 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


168587 


Seq. ID 


LIB3234-060-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3241916 


BLAST score 


178 


E value 


2.0e-95 


Match length 


373 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K15N18, complete sequence [Arabidopsis thaliana 


Seq. No. 


168588 


Seq. ID 


LIB3234-060-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2961390 


BLAST score 


555 


E value 


3.0e-57 


Match length 


125 


% identity 


86 



22847 



NCBI Description (AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168589 

LIB3234-060-P1-K1-F3 

BLASTN 

g4262209 

231 

1.0e-127 

310 
93 

Arabidopsis thaliana chromosome II BAC T14A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168590 

LIB3234-060-P1-K1-F6 

BLASTX 

gl351837 

549 

1.0e-56 

117 
86 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_2144155__pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>gi_1069998_emb_CAA90747_ (Z50868) acetyl CoA carboxylase 
carboxyltransferase (beta subunit) [Brassica napus] 

>gi_158 904 6_prf 2210244G Ac-CoA carboxylase : SUBUNIT=beta 

[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168591 

LIB3234-060-P1-K1-F7 

BLASTN 

g4584531 

367 

0.0e+00 

387 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168592 

LIB3234-060-P1-K1-F8 

BLASTN 

g4206762 

239 

1.0e-132 

304 

96 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

168593 

LIB3234-060-P1-K1-G1 

BLASTN 

g3399678 

288 



22848 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-161 

399 
92 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

168594 

LIB3234-060-P1-K1-G10 

BLAST N 

g2262155 

355 

0.0e+00 

391 

98 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

168595 

LIB3234-060-P1-K1-G11 

BLASTX 

g3915085 

570 

6.0e-59 

128 
88 

TRANS-CINNAMATE 4 -MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_177328 9 (U71081) cinnamate- 4 -hydroxylase [Arabidopsis 
thaliana] >gi_1946370 (U93215) cinnamate-4 -hydroxylase 
[Arabidopsis thaliana] 

168596 

LIB3234-060-P1-K1-G12 

BLASTN 

g2244991 

39 

1.0e-12 

190 
89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

168597 

LIB3234-060-P1-K1-G2 

BLASTX 

g3426060 

46 

6.0e-10 

72 
65 

(AJ007586) src2-like protein [Arabidopsis thaliana] 
168598 

LIB3234-060-P1-K1-G3 

BLASTX 

g3273743 

616 



22849 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-64 

118 
99 

(AE057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unknown protein 
[Arabidopsis thaliana] 

168599 

LIB3234-060-P1-K1-G4 

BLASTN 

g3779020 

130 

7.0e-67 

368 

84 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168600 

LIB3234-060-P1-K1-G5 

BLASTX 

g2924779 

544 

7.0e-56 

112 

97 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

168601 

LIB3234-060-P1-K1-G6 

BLASTX 

g266839 

586 

8.0e-61 

118 
99 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) (TAS-G64 ) >gi_4787 64_pir_S2924 0 
multicatalytic endopeptidase complex (EC 3.4.99.4 6) alpha 
chain - Arabidopsis thaliana >gi__16445_emb_CAA47298 

(X66825) proteosome alpha subunit [Arabidopsis thaliana] 
>gi_3421080 (AF043522) 20S proteasome subunit PAD1 

[Arabidopsis thaliana] >gi_742351_prf 2009376B 

proteasome :SUBUNIT=alpha [Arabidopsis thaliana] 

168602 

LIB3234-060-P1-K1-G7 

BLASTN 

g2564048 

346 

0.0e+00 

386 

97 



22850 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168603 

LIB3234-060-P1-K1-H1 

BLASTX 

g2494113 

684 

2.0e-72 

130 

98 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

168604 

LIB3234-060-P1-K1-H10 

BLASTX 

g2330730 

163 

3.0e-ll 

45 

60 

(Z98532) hypothetical protein [Schizosaccharomyces pombe] 
168605 

LIB3234-060-P1-K1-H11 

BLASTN 

g4756963 

354 

0.0e+00 

378 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

168606 

LIB3234-060-P1-K1-H12 

BLASTN 

g3702739 

133 

9.0e-69 

193 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXE2, complete sequence [Arabidopsis thaliana] 

168607 

LIB3234-060-P1-K1-H2 

BLASTX 

g!170373 

586 

8.0e-61 

130 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_l 072 4 73_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 



22851 



>gi_397482_emb_CAA52684_ (X74604) 
cognate [Arabidopsis thaliana] 



heat shock protein 70 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168608 

LIB3234-060-P1-K1-H5 

BLASTX 

g4204298 

331 

5.0e-31 

81 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168609 

LIB3234-060-P1-K1-H6 

BLASTX 

g2342727 

401 

4.0e-39 

103 

75 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
168610 

LIB3234-060-P1-K1-H7 

BLASTX 

gl402914 

502 

5.0e-51 

99 
100 

(X98318) peroxidase [Arabidopsis thaliana] 
168611 

LIB3234-060-P1-K1-H9 

BLASTN 

g3894179 

33 

6.0e-09 

65 
88 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168612 

LIB3234-065-P1-K1-A11 

BLASTN 

g4567193 

43 

6.0e-15 

173 
72 

Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 



Seq. No. 



168613 



22852 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



LIB3234-065-P1-K1-A12 

BLASTX 

g4337178 

463 

2.0e-46 

92 
97 

(AC006416) 



T31J12.5 [Arabidopsis thaliana] 



168614 

LIB3234-065-P1-K1-A2 

BLASTN 

g3449327 

190 

1.0e-102 

307 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA2 3 , complete sequence [Arabidopsis thaliana] 

168615 

LIB3234-065-P1-K1-A3 

BLASTX 

g3107905 

117 

8.0e-06 

127 
7 

(D85101) leaf protein [Ipomoea nil] 
168616 

LIB3234-065-P1-K1-A4 

BLASTN 

g3046853 

301 

1.0e-169 

367 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

168617 

LIB3234-065-P1-K1-A5 

BLASTN 

g2213606 

159 

4 .0e-84 

288 
88 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

168618 

LIB3234-065-P1-K1-A8 

BLASTN 

g3449327 

45 



22853 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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NCBI GI 

BLAST score 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

142 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

168619 

LIB3234-065-P1-K1-A9 

BLASTX 

gl755162 

303 

1.0e-27 

91 
59 

(U75192) germin-like protein [Arabidopsis thaliana] 
168620 

LIB3234-065-P1-K1-B11 

BLASTN 

g4531433 

243 

1.0e-134 

344 

94 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence , complete sequence 

168621 

LIB3234-065-P1-K1-B12 

BLASTX 

gl669668 

350 

3.0e-33 

89 

79 

(X97131) EFl-alpha [Forsythia x intermedia] 
168622 

LIB3234-065-P1-K1-B2 

BLASTX 

g3176659 

340 

6.0e-32 

76 
84 

(AC004393) Strong similarity to receptor kinase gb_M80238 
from A. thaliana. [Arabidopsis thaliana] 

168623 

LIB3234-065-P1-K1-B5 

BLASTN 

g4519193 

133 

1.0e-68 

387 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



22854 



• 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MDC11, complete sequence 
168624 

LIB3234-065-P1-K1-B6 

BLASTX 

g3450889 

80 

6.0e-41 

123 
80 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
168625 

LIB3234-065-P1-K1-B9 

BLASTN 

g3241917 

108 

7.0e-54 

263 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 

168626 

LIB3234-065-P1-K1-C1 

BLASTX 

gl255951 

489 

2.0e-49 

126 

74 

(X96932) PS60 [Nicotiana tabacum] 
168627 

LIB3234-065-P1-K1-C11 

BLASTX 

g3831443 

310 

2.0e-28 

60 

100 

(AC005819) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168628 

LIB3234-065-P1-K1-C2 

BLASTX 

g2160133 

265 

3.0e-23 

94 

63 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



22855 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168629 

LIB3234-065-P1-K1-C4 

BLASTX 

gl27041 

476 

6.0e-48 

90 
100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

168630 

LIB3234-065-P1-K1-C6 

BLASTN 

g4100059 

43 

7.0e-15 

110 

86 

Arabidopsis thaliana AthlecRK4 pseudogene, complete 
sequence, receptor lectin kinase 3 (AthlecRK3) gene, 
complete cds, and AthlecRK2 pseudogene, complete sequence 



Seq. No. 


168631 


Seq. ID 


LIB3234-065-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4678946 


BLAST score 


532 


E value 


2.0e-54 


Match length 


104 


% identity 


99 


NCBI Description 


(AL04 9711) putative protein [Arabidopsis thaliana] 


Seq. No. 


168632 


Seq. ID 


LIB3234-065-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4544381 


BLAST score 


323 


E value 


0.0e+00 


Match length 


384 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16F14 genomic 




sequence, complete sequence 


Seq. No. 


168633 


Seq. ID 


LIB3234-065-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll4335 


BLAST score 


624 


E value 


3.0e-65 


Match length 


128 


% identity 


95 


NCBI Description 


PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 



>gi_67973_pir_ 



JPXMUP2 H+-transporting ATPase (EC 3.6.1.35) 



22856 



type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 



O C ^ • LM \J * 




Seq. ID 


LIB3234-065-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g343514 


BLAST score 


67 


E value 


3.0e-29 


Match length 


91 


% identity 


93 


NCBI Description 


Tobacco Thr-tRNA gene 


Seq. No. 


168635 


o c; . j. u 


LIdjZ jfl - UDO rl-JM-UiZ 


Method 


BLASTN 


NCBI GI 


g4691223 


BLAST score 


149 


E value 


4.0e-78 


Match length 


382 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 




(ESSA project) 


Seq. No. 


168636 


Seq. ID 


LIB3234-065-P1-K1-D2 


Method 


BLASTX 


MfDT r*T 
in ors J_ 


1 /l "D O C 

gi±4ooo 


BLAST score 


278 


E value 


6.0e-25 


Match length 


85 


% identity 


65 


NCBI Description 


PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 




>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 




type 2, plasma membrane - Arabidopsis thaliana >gi 166629 




(J05570) H+-ATPase [Arabidopsis thaliana] 


CCtj. IN (J • 


1 £Q £"3 7 
lOO Dj / 


Seq. ID 


LIB3234-065-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3421346 


BLAST score 


513 


E value 


3.0e-52 


Match length 


115 


% identity 


90 


NCBI Description 


(AJ007723) ribosomal protein S4 [Orobanche minor] 


Seq. No. 


168638 


Seq. ID 


LIB3234-065-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll07501 


BLAST score 


402 


E value 


3.0e-39 


Match length 


117 


% identity 


70 


NCBI Description 


(X91954) orf [Arabidopsis thaliana] >gi 3367530 (AC004392) 



Match to gb_X91954 orf gene product from A. thaliana. ESTs 



22857 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_Z17604, gb_H76594 f gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



168639 

LIB3234-065-P1-K1-D7 

BLASTX 

g3004551 

167 

1.0e-ll 

95 
43 

(AC003673) hypothetical protein 



[Arabidopsis thaliana] 



168640 

LIB3234-065-P1-K1-E1 

BLASTX 

g3183274 

156 

2.0e-10 

80 
44 

HYPOTHETICAL 26.5 KD PROTEIN C15A10.05C IN CHROMOSOME I 
>gi__2239182_emb_CAB10102_ (Z97208) hypothetical protein 
[Schizosaccharomyces pombe] 

168641 

LIB3234-065-P1-K1-E7 

BLASTN 

gl790921 

369 

0.0e+00 

377 

99 

Arabidopsis thaliana recA-like protein (AtDMCl) gene 7 
complete cds 

168642 

LIB3234-065-P1-K1-E8 

BLASTN 

gl790921 

281 

1.0e-157 

342 
98 

Arabidopsis thaliana recA-like protein (AtDMCl) gene, 
complete cds 

168643 

LIB3234-065-P1-K1-F2 

BLASTX 

gll9143 

323 

3.0e-30 

93 
70 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_j>ir S06724 translation elongation factor eEF-1 

22858 



alpha chain - Arabidopsis thaliana 
(X16430) elongation factor 1-alpha 
>gi_1369927_emb_CAA34454__ (X16431) 
1-alpha [Arabidopsis thaliana] >gi 
(X16431) elongation factor 1-alpha 
>gi_1532172 (U63815) EF-lalpha-Al 
>gi_1532173 (U63815) EF-lalpha-A2 
>gi_1532174 (U63815) EF-lalpha-A3 



>gi_2 9578 8_emb_CAA3 4 4 5 3_ 

[Arabidopsis thaliana] 

elongation factor 
_1369928_emb_CAA34455_ 

[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



Seq. No. 


168644 


Seq. ID 


LIB3234-065-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


155 


E value 


3.0e-10 


Match length 


64 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


168645 


Seq. ID 


LIB3234-065-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


604 


E value 


6.0e-63 


Match length 


111 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 



(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168646 

LIB3234-065-P1-K1-F8 

BLASTX 

g3776559 

294 

1.0e-26 

124 
48 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb__F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



168647 

LIB3234-065-P1-K1-G1 

BLASTX 

g4678368 

492 

8.0e-50 

94 
99 

(AJ132436) GA 2-oxidase [Arabidopsis thaliana] 
168648 

LIB3234-065-P1-K1-G11 



22859 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4415928 

161 

2.0e-85 

235 
96 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168649 

LIB3234-065-P1-K1-G12 

BLASTN 

g4115370 

186 

1.0e-100 

320 

96 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168650 

LIB3234-065-P1-K1-G3 

BLASTX 

gll2681 

432 

8.0e-43 

93 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

168651 

LIB3234-065-P1-K1-G5 

BLASTX 

gl66570 

171 

4.0e-12 

103 

38 

(L04173) glycine rich protein [Arabidopsis thaliana] 
168652 

LIB3234-065-P1-K1-G6 

BLASTX 

gl35858 

170 

1.0e-12 

50 

72 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA4 5114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi__166623 (M84343) tonoplast intrinsic protein 



22860 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_4 45128__prf 1908432A tonoplast 

intrinsic protein alpha .[Arabidopsis thaliana] 

168653 

LIB3234-065-P1-K1-H1 

BLASTX 

g2088654 

477 

5.0e-48 

109 

87 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

168654 

LIB3234-065-P1-K1-H10 

BLASTX 

g3292817 

158 

1.0e-10 

53 
64 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
168655 

LIB3234-065-P1-K1-H11 

BLASTX 

g3236248 

320 

6.0e-30 

90 
72 

(AC004684) unknown protein [Arabidopsis thaliana] 
168656 

LIB3234-065-P1-K1-H3 

BLASTN 

g4467131 

39 

1.0e-12 

173 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 

168657 

LIB3234-070-P1-K1-A1 

BLASTX 

g2160151 

371 

1.0e-35 

105 

73 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260). [Arabidopsis thaliana] 



Seq. No. 



168658 



22861 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-070-P1-K1-A10 

BLASTX 

g3212869 

208 

1.0e-16 

49 

73 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



168659 

LIB3234-070-P1-K1-A12 

BLASTN 

g4753645 

115 

2.0e-58 

150 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N1£ 
(ESSA project) 



168660 

LIB3234-070-P1-K1-A2 

BLASTX 

g629528 

573 

3.0e-59 

123 
98 

hypothetical protein - Arabidopsis thaliana 

>gi_1076335_pir S51580 hypothetical protein 

Arabidopsis thaliana >gi_4 99167_emb_CAA5 614 4_ 
[Arabidopsis thaliana] 



1 - 

(X79707) 



ORF 



168661 

LIB3234-070-P1-K1-A3 

BLASTX 

gl531762 

191 

2.0e-14 

50 
74 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

168662 

LIB3234-070-P1-K1-A4 

BLASTX 

g4063552 

608 

2.0e-63 
123 

98 

(AF035908) ATP synthase beta subunit [Muntingia calabura] 
168663 

LIB3234-070-P1-K1-A6 
BLASTN 



22862 



NCBI GI 


g4432829 




?7 A 


E value 


0. 0e+00 


Match length 


373 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T1B3 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168664 


Seq. ID 


LIB3234-07 0-P1-K1-A9 


Method 


BLASTX 




y *± o J_ *± O 0 J 


BLAST score 


411 


E value 


2.0e-40 


Match length 


100 


% identity 


75 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


168665 


Seq. ID 


LIB3234-070-P1-K1-B10 


Method 


BLASTX 


WtDl bl 


gZZQQ I 4 U 


BLAST score 


348 


E value 


5.0e-33 


Match length 


120 


% identity 


57 


NCBI Description 


(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 


Seq. No. 


168666 


Seq. ID 


LIB3234-070-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl351272 


BLAST score 


391 


E value 


5.0e-38 


Match length 


y y 


% identity 


78 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 




(U0294 9) cytosolic triose phosphate isomerase [Arabidops 




thaliana] >gi_742408_prf 2009415A triose phosphate 




isomerase [Arabidopsis thaliana] 


Seq. No. 


168667 


Seq. ID 


LIB3234-070-P1-K1-B2 


Method 


BLASTN 


Nbbl bl 


gz y / 42U 


BLAST score 


94 


E value 


2.0e-45 


Match length 


201 


% identity 


92 


NCBI Description 


Nicotiana sp. promoter DNA 


Seq. No. 


168668 


Seq. ID 


LIB3234-070-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4512690 


BLAST score 


148 


E value 


1.0e-77 



22863 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



325 
97 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

168669 

LIB3234-070-P1-K1-B6 

BLASTX 

gll7822 

594 

8.0e-62 

126 

90 

CYTOCHROME B6 >gi_65635_pir CBNT6 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - common tobacco chloroplast 
>giJL1858_emb_CAA77375_ (Z00044) cytochrome b6 [Nicotiana 

tabacum] >gi_225226__prf 1211235BH cytochrome b6 [Nicotiana 

tabacum] 

168670 

LIB3234-070-P1-K1-C10 

BLASTN 

g3047074 

55 

4.0e-22 

115 

87 

Arabidopsis thaliana BAC F21E10 
168671 

LIB3234-070-P1-K1-C11 

BLASTX 

gl706714 

358 

4.0e-34 

117 

64 

ELECTRON TRANSFER FLAVOPROTEIN BETA-SUBUNIT (BETA-ETF) 
(ELECTRON TRANSFER FLAVOPROTEIN SMALL SUBUNIT) (ETFSS) 
>gi_1209054 (U32230) EtfS [Bradyrhizobium japonicum] 

168672 

LIB3234-070-P1-K1-C2 

BLASTX 

g2827139 

654 

7.0e-69 

123 

98 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb__CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 

168673 

LIB3234-07 0-P1-K1-C3 



22864 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl655424 

440 

1.0e-43 

89 
96 

(D83531) GDP dissociation inhibitor [Arabidopsis thaliana] 
>gi__3212878 (AC004005) GDP dissociation inhibitor 
[Arabidopsis thaliana] 



Seq. No. 


168674 


Seq. ID 


LIB3234-070-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


590 


E value 


2.0e-61 


Match length 


123 


% identity 


95 


NCBI Description 


(AL021961) putative protein [Arabidopsis 


Seq. No. 


168675 


Seq. ID 


LIB3234-070-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3193305 


BLAST score 


344 


E value 


0.0e+00 


Match length 


372 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC F3D13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



168676 

LIB3234-070-P1-K1-D10 

BLASTX 

g2829898 

336 

1.0e-31 

85 
75 

(AC002311) Hypothetical protein [Arabidopsis thaliana] 
168677 

LIB3234-070-P1-K1-D11 

BLASTX 

g4557026 

173 

2 .Oe-12 

97 

4 

guanine nucleotide exchange factor p532 >gi 1477565 
(U50078) p532 [Homo sapiens] 

168678 

LIB3234-070-P1-K1-D12 

BLASTX 

g2244749 

464 

1.0e-46 



22865 



• 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
89 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
168679 

LIB3234-070-P1-K1-D2 

BLASTN 

g4519191 

34 

1.0e-09 

70 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168680 

LIB3234-070-P1-K1-D4 

BLASTN 

g3873174 

351 

0.0e+00 

375 

98 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

168681 

LIB3234-070-P1-K1-D5 

BLASTN 

g4757417 

152 

5.0e-80 

341 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

168682 

LIB3234-070-P1-K1-D6 

B LASIX 

g3935151 

582 

2.0e-60 

110 
98 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
168683 

LIB3234-070-P1-K1-E1 

BLASTX 

g4204298 

592 

1.0e-61 

118 
97 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



22866 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168684 

LIB3234-070-P1-K1-E10 

BLASTX 

g3789925 

54 

1.0e-22 

120 
50 

(AF086625) phosphoinositide-dependent protein kinase PDK1 
[Mus musculus] 

168685 

LIB3234-070-P1-K1-E11 

BLASTX 

g4204263 

309 

2.0e-28 

98 

65 

(AC005223) 40409 [Arabidopsis thaliana] 
168686 

LIB3234-070-P1-K1-E12 

BLASTN 

g4056429 

165 

9.0e-88 

265 

74 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 

168687 

LIB3234-070-P1-K1-E3 

BLASTX 

g2507426 

569 

7.0e-59 

125 

92 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
( ALAN I NE — T RNA LIGASE) (ALARS) >giJL673365_emb_CAA80380_ 
(Z22673) mitochondrial t RNA- Ala synthetase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168688 

LIB3234-070-P1-K1-E4 

BLASTN 

g3548797 

234 

1.0e-129 

375 

97 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22867 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168689 

LIB3234-070-P1-K1-E5 

BLASTX 

g4191814 

169 

6.0e-12 

117 
35 

(AB008680) alpha' subunit of beta-conglycinin [Glycine max] 
168690 

LIB3234-070-P1-K1-E6 

BLASTX 

g2492513 

149 

3.0e-34 

118 

67 

CELL DIVISION PROTEIN FTSH HOMOLOG 4 

>gi_1652085_dbj_BAA17010_ (D90902) cell division protein 
FtsH [Synechocystis sp.] 

168691 

LIB3234-070-P1-K1-E7 

BLASTX 

g2924784 

98 

1.0e-03 

103 
13 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

168692 

LIB3234-070-P1-K1-E8 

BLASTX 

g2583120 

616 

2.0e-64 

123 
99 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

168693 

LIB3234-070-P1-K1-E9 

BLASTX 

g3334123 

387 

2.0e-37 

99 

83 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 



22868 



Seq. No. 


168694 


Seq. ID 


LIB3234-070-P1-K1-F10 


Mp1~ hod 




NCBI GI 


g3695023 


BLAST score 


305 


E value 


6.0e-28 


Match length 


122 


% identity 


52 


NCBI Description 


(AF055850) unknown [Arabidopsis thaliana] 


Seq. No. 


168695 


Seq. ID 


LIB3234-070-P1-K1-F3 


Method 




NCBI GI 


gl864017 


BLAST score 


535 


E value 


7.0e-55 


Match length 


102 


% identity 


99 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana 


Seq. No. 


168696 


Seq. ID 


LIB3234-070-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3184270 


BLAST score 


189 


E value 


1.0e-102 


Match length 


295 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T8K22 < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
168697 

LIB3234-070-P1-K1-F5 

BLASTX 

g730645 

469 

4 .0e-47 

107 
89 

40S RIBOSOMAL PROTEIN S15 >gi_629556__pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_ernb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb__ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168698 

LIB3234-070-P1-K1-F7 

BLASTN 

g2760171 

345 

0. 0e+00 

369 

98 



22869 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168699 

LIB3234-070-P1-K1-F8 

BLASTX 

gl32770 

333 

3.0e-31 

90 
74 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L20 >gi_71275_pir R5NT20 

ribosomal protein L20 - common tobacco chloroplast 
>gi_11852_emb_CAA77372_ (Z00044) ribosomal protein L20 

[Nicotiana tabacum] >gi_225221_prf 1211235BC ribosomal 

protein L20 [Nicotiana tabacum] 

168700 

LIB3234-070-P1-K1-G2 

BLASTX 

g2286069 

411 

2.0e-40 

123 

67 

(U72155) beta-glucosidase [Arabidopsis thaliana] 
168701 

LIB3234-07 0-P1-K1-G3 

BLASTX 

g4586256 

574 

2.0e-59 

121 

94 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

168702 

LIB3234-07 0-P1-K1-G4 

BLASTN 

g2980787 

207 

1.0e-113 

388 
98 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

168703 

LIB3234-070-P1-K1-G5 

BLASTX 

g3335169 

657 

3.0e-69 

125 

98 



22870 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi__4455197_emb__CAB36520. 1_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

168704 

LIB3234-07 0-P1-K1-G6 

BLASTN 

g3228389 

356 

0.0e+00 

380 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

168705 

LIB3234-070-P1-K1-G8 

BLASTX 

gl!70939 

397 

1.0e-38 

81 
93 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculent urn] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168706 

LIB3234-070-P1-K1-G9 

BLASTX 

g3819164 

548 

2.0e-56 

122 

90 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168707 

LIB3234-070-P1-K1-H2 

BLASTX 

g4678299 

54 

1.0e-53 

112 
98 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

168708 

LIB3234-070-P1-K1-H3 

BLASTX 

g4204308 

356 



22871 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



7.0e-34 

68 

91 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

168709 

LIB3234-070-P1-K1-H4 

BLASTX 

g82051 

317 

3.0e-29 

119 

55 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117 620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

168710 

LIB3234-070-P1-K1-H5 

BLASTX 

g3024871 

356 

7.0e-34 

125 
54 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

168711 

LIB3234-070-P1-K1-H6 

BLASTX 

g3025470 

341 

4.0e-32 

127 
49 

(U76756) endo-beta-1, 4-glucanase [Pinus radiata] 
168712 

LIB3234-070-P1-K1-H7 

BLASTX 

g2980772 

146 

3.0e-09 

84 

44 

(AL022198) putative protein [Arabidopsis thaliana] 
168713 

LIB3234-070-P1-K1-H8 

BLASTN 

g4079614 

322 

0.0e+00 



22872 



Match length 


370 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F21M11 




sequence, complete sequence [Arabidopsis thai 


Seq. No. 


168714 


Seq. ID 


LIB3234-071-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g336274 




1 7*3 


E value 


2.0e-92 


Match length 


319 


% identity 


91 


NCBI Description 


Alnus incana chloroplast 23S rRNA, 4.5S rRNA, 




tRNA-Arg, and tRNA-Asn genes 


Seq. No. 


168715 


Seq. ID 


LIB3234-071-P1-K1-A10 


Method 


BLASTX 




go / o y o / o 


BLAST score 


187 


E value 


4.0e-14 


Match length 


50 


% identity 


80 


NCBI Description 


(AF061412) CAULIFLOWER [Arabidopsis thaliana] 


Seq. No. 


168716 


Seq. ID 


LIB3234-071-P1-K1-A12 


Method 


BLASTX 




g 3 DO O I OZ 


BLAST score 


178 


E value 


1.0e-19 


Match length 


56 


% identity 


95 


NCBI Description 


(AJ009672) centrin [Arabidopsis thaliana] 


Seq. No. 


168717 


Seq. ID 


LIB3234-071-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g3668073 




3 ± O 


E value 


1.0e-176 


Match length 


357 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T4C15 




sequence, complete sequence [Arabidopsis thai 


Seq. No. 


168718 


Seq. ID 


LIB3234-071-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g4589414 


BLAST score 


179 


E value 


4.0e-96 


Match length 


298 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K14B15, complete sequence 



5S rRNA, 



3, TAC clone 



22873 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168719 

LIB3234-071-P1-K1-A4 

BLASTN 

gl6181 

81 

1.0e-37 

305 
85 

A.thaliana gene for tonoplast intrinsic protein 
alpha-TIP (Ara) >giJL66622_gb_M84343_ATHATIP Arabidopsis 
thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 

168720 

LIB3234-071-P1-K1-A5 

BLASTX 

gl621539 

285 

1.0e-25 

106 
62 

(U28415) annexin-like protein [Arabidopsis thaliana] 
168721 

LIB3234-071-P1-K1-A8 

BLASTX 

g226120 

195 

5.0e-15 

101 

40 

vicilin gene B [Saguinus oedipus] 
168722 

LIB3234-071-P1-K1-A9 

BLASTN 

g4589414 

66 

8.0e-29 

158 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14B15, complete sequence 

168723 

LIB3234-071-P1-K1-B1 

BLASTN 

g4314374 

288 

1.0e-161 

292 
100 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



168724 



22874 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-071-P1-K1-B11 

BLASTN 

g710625 

246 

1.0e-136 

281 
96 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 
168725 

LIB3234-071-P1-K1-B12 

BLASTN 

g4455262 

303 

1.0e-170 

360 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ; k 

% identity 

NCBI Description 



168726 

LIB3234-071-P1-K1-B2 

BLASTN 

g4539378 

132 

5.0e-68 

328 
77 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F28A21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168727 

LIB3234-071-P1-K1-B3 

BLASTX 

g384341 

184 

1.0e-13 

97 
39 

major storage protein [Theobroma cacao] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168728 

LIB3234-071-P1-K1-B4 

BLASTN 

g3688161 

105 

6.0e-52 

124 
100 

Arabidopsis thaliana mRNA for centrin 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



168729 

LIB3234-071-P1-K1-B9 

BLASTX 

g3819164 

392 

3.0e-38 



22875 



Match length 

% identity 

NCBI Description 



94 
83 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



168730 

LIB3234-071-P1-K1-C1 

BLAST N 

g2760170 

284 

1.0e-159 

340 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MI024, complete sequence [Arabidopsis thaliana] 



PI clone: 



168731 

LIB3234-071-P1-K1-C10 

BLASTX 

gl!68256 

119 

4.0e-58 

120 
97 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi_693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004 669) aspartate aminotransferase [Arabidopsis 

thaliana] 

168732 

LIB3234-071-P1-K1-C3 

BLASTX 

gl!8926 

161 

4.0e-ll 

69 
46 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

168733 

LIB3234-071-P1-K1-C5 

BLASTX 

g4510397 

613 

5.0e-64 

122 
96 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
168734 

LIB32 34-07 1-P1-K1-C7 



22876 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3869253 

229 

4.0e-19 

104 
51 

(U39288) 



f erredoxin-dependent glutamate synthase precursor 



[Arabidopsis thaliana] 
168735 

LIB3234-071-P1-K1-C9 

BLASTX 

g3334128 

79 

2.0e-52 

124 

95 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 

168736 

LIB3234-071-P1-K1-D12 

BLASTX 

g267073 

634 

2.0e-66 

125 
97 

TUBULIN BETA-2/BETA-3 CHAIN >gi J320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

168737 

LIB3234-071-P1-K1-D3 

BLASTN 

g2494110 

286 

1.0e-160 

322 
97 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168738 

LIB3234-071-P1-K1-D4 

BLASTN 

g4757413 

206 

1.0e-112 

276 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 



22877 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168739 
LIB323 
BLASTX 
g45811 
508 

1.0e-5 

115 
89 

(AC006 
cytopl 



4-071-P1-K1-D5 

46 
1 



919) putative f ructose-bisphosphate aldolase, 
asmic [Arabidopsis thaliana] 



168740 

LIB3234-071-P1-K1-D7 

BLASTX 

g548847 

379 

1.0e-36 

75 
99 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_22524 8__prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 


168741 


Seq. ID 


LIB3234-071-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2642157 


BLAST score 


273 


E value 


4.0e-24 


Match length 


111 


% identity 


50 


NCBI Description 


(AC003000) ankyrin-like 


Seq. No. 


168742 


Seq. ID 


LIB3234-071-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


559 


E value 


1.0e-57 


Match length 


122 


% identity 


87 


NCBI Description 


12S SEED STORAGE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_embj3AA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

168743 

LIB3234-071-P1-K1-E2 

BLASTX 

g514324 

135 

3.0e-18 

62 
87 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 



22878 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2462755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_1586550_prf 2204246B RNA ' 

polymerase [Arabidopsis thaliana] 

168744 

LIB3234-071-P1-K1-E4 

BLASTN 

g3540210 

166 

2.0e-88 

317 

89 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168745 

LIB3234-071-P1-K1-E7 

BLASTX 

g2492514 

361 

2.0e-34 

92 
77 

CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 
>gi_14 83215__emb_CAA68141_ (X99808) chloroplast FtsH 
protease [Arabidopsis thaliana] 

168746 

LIB3234-071-P1-K1-E9 

BLASTN 

g2828278 

179 

4.0e-96 

358 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

168747 

LIB3234-071-P1-K1-F10 

BLASTN 

g2618604 

363 

0.0e+00 

383 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168748 

LIB3234-071-P1-K1-F12 

BLASTX 

g384341 

173 

2.0e-12 

101 
38 



22879 



NCBI Description major storage protein [Theobroma cacao] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168749 

LIB3234-071-P1-K1-F3 

BLASTN 

g2351062 

343 

0.0e+00 

375 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168750 

LIB3234-071-P1-K1-F4 

BLASTN 

g4757403 

37 

2.0e-ll 

69 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168751 

LIB3234-071-P1-K1-F5 

BLASTN 

g4406790 

269 

1.0e-150 

339 
96 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168752 

LIB3234-071-P1-K1-F7 

BLASTN 

g4678705 

295 

1.0e-165 

359 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168753 

LIB3234-071-P1-K1-G10 

BLASTX 

g462147 

65 

5.0e-22 

68 

85 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 



22880 



(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA4 894 0__ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 



Seq. No. 


168754 


Seq. ID 


LIB3234-071-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


554 


E value 


5.0e-57 


Match length 


108 


% identity 


95 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis thaliana] 


o e q . IN O . 


loo / DO 


Seq. ID 


LIB3234-071-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3406034 


BLAST score 


46 


E value 


8.0e-17 


Match length 


175 


% identity 


88 


NCBI Description 


BAC F18A17 from chromosome V containing TINY 




complete sequence [Arabidopsis thaliana] 


o6q. 1NO. 


loo / jo 


Seq. ID 


LIB3234-071-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g3894179 


BLAST score 


81 


E value 


1.0e-37 


Match length 


201 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F13H1 




sequence, complete sequence [Arabidopsis tha 


Seq. No. 


168757 


Seq. ID 


LIB3234-071-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl33750 


BLAST score 


547 


E value 


3.0e-56 


Match length 


108 


% identity 


97 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 




>gi 320170 pir A26574 ribosomal protein S12 




chloroplast >giJL1572_emb_CAA28 661_ (X05013) 




max] 


Seq. No. 


168758 


Seq. ID 


LIB3234-071-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g4753195 


BLAST score 


298 


E value 


1.0e-167 


Match length 


372 


% identity 


88 



rps!2 [Glycine 



22881 



NCBI Description Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168759 

LIB32 34-07 1-P1-K1-H9 

BLASTX 

g2924779 

363 

6.0e-35 
91 

80 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi__2981618__dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



168760 

LIB3234-072-P1-K1-A12 

BLAST N 

g4206762 

215 

1.0e-117 

282 
93 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

168761 

LIB3234-072-P1-K1-A3 

BLAST N 

g2760164 

364 

0.0e+00 

380 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18P6, complete sequence [Arabidopsis thaliana] 

168762 

LIB3234-072-P1-K1-A5 

BLASTX 

g3805849 

625 

2.0e-65 

125 

98 

(AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 

168763 

LIB3234-072-P1-K1-A6 

BLASTN 

g4544435 

34 

1.0e-09 

64 



22882 



% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M13 genomic 




sequence, complete sequence 


Seq. No. 


168764 


Seq. ID 


LIB3234-072-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g28424 90 


BLAST score 


608 


E value 


2.0e-63 


Match length 


117 


% identity 


97 


NCBI Description 


(AL021749) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


168765 


Seq. ID 


LIB3234-072-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g4206762 


BLAST score 


4 y 


E value 


2.0e-18 


Match length 


88 


% identity 


89 


NCBI Description 


Arabidopsis thaliana cell wall-plasma membrane linker 




protein homolog (CWLP) mRNA, complete cds 


Seq. No. 


168766 


Seq. ID 


LIB3234-072-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


223 


E value 


1.0e-122 


Match length 


361 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI cl 




MCB17, complete sequence 


Seq. No. 


168767 


Seq. ID 


LIB3234-072-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2244892 


BLAST score 


272 


E value 


5.0e-24 


Match length 


68 


% identity 


76 


NCBI Description 


(Z97338) similarity to cycloartenol synthase [Arabido] 




thaliana] 


Seq. No. 


168768 


Seq. ID 


LIB3234-072-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


226 


E value 


1.0e-21 


Match length 


105 


% identity 


63 



NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 



22883 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin seed storage protein [Arabidopsis thaliana] 
168769 

LIB3234-072-P1-K1-C11 

BLASTN 

g3659491 

280 

1.0e-156 

343 
98 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
l r complete sequence [Arabidopsis thaliana] 

168770 

LIB3234-072-P1-K1-C12 

BLASTX 

gl345973 

421 

2.0e-41 

95 

81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514__ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168771 

LIB3234-072-P1-K1-C2 

BLASTX 

gl345973 

431 

1.0e-42 

97 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04 505_ (D1757 9) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

168772 

LIB3234-072-P1-K1-C3 

BLASTX 

g2500378 

437 

2.0e-43 

94 
86 



22884 



II 



NCBI Description 60S RIBOSOMAL PROTEIN L37 





Seq. No. 


168773 




Seq. ID 


LIB3234-072-P1-K1-C4 




Method 


rjT 7V C rpv 




NCBI GI 


g2961542 




BLAST score 


513 




E value 


3.0e-52 




Match length 


93 




% identity 


100 




NCBI Description 


(AF0504 63) zinc finger transcription factor [Arabidopsi 






thaliana] 




Seq. No. 


168774 




Seq. ID 


LIB3234-072-P1-K1-C5 




Method 


BLASTX 




NCBI GI 


g2062165 




BLAST score 


74 




E value 


8.4e-01 




Match length 


111 




% identity 


32 




NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidop 






thaliana] 


41 


Seq. No. 


168775 




Seq. ID 


LlBo^o4-U /z-Pi-Ki-Cb 




Method 


BLASTX 




NCBI GI 


g3785989 




BLAST score 


92 




E value 


5.0e-63 




Match length 


125 




% identity 


98 




NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 


r~ ,H 


Seq. No. 


168776 




Seq. ID 


LIB3234-072-P1-K1-C7 




Method 






NCBI GI 


g4756963 




BLAST score 


227 




E value 


1.0e-125 




Match length 


368 




% identity 


95 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 






(ESSA project) 




Seq. No. 


168777 




Seq. ID 


LIBo^34-0 /z-Pl-Kl-Dll 




Method 


BLASTN 




NCBI GI 


gl785729 




BLAST score 


35 




E value 


2.0e-10 




Match length 


141 




% identity 


86 




NCBI Description 


A. thaliana mitochondrial genome, part B 




Seq. No. 


168778 




Seq. ID 


LIB3234-072-P1-K1-D2 




22885 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2119846 

555 

3.0e-57 

115 

91 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


168779 


Seq. ID 


LIB3234-072-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g4115930 


BLAST score 


346 


E value 


0.0e+00 


Match length 


370 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T4B21 


Seq. No. 


168780 


Seq. ID 


LIB3234-072-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3024871 


BLAST score 


244 


E value 


9.0e-21 


Match length 


101 


% identity 


49 


NCBI Description 


HYPOTHETICAL 77.3 KD PROTEIN SLL0005 




>gi 1001579 dbj BAA10206 (D64000) ABCl-like [Synechocystis 



sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168781 

LIB3234-072-P1-K1-D6 

BLASTX 

g4325324 

641 

3.0e-67 

124 

98 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168782 

LIB3234-072-P1-K1-D9 

BLASTN 

g3738313 

311 

1.0e-175 

373 

96 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



22886 




Seq. No. 


168783 


Seq. ID 


LIB3234-072-P1-K1-E10 


Method 




NCBI GI 


g4263722 


BLAST score 


184 


E value 


5.0e-29 


Match length 


78 


% identity 


87 


NCBI Description 


(AC006223) putative glucan synthase [Arabidopsis thaliana] 


Seq. No. 


168784 


Seq. ID 


LIB3234-072-P1-K1-E11 


Method. 




NCBI GI 


g3935157 


BLAST score 


182 


E value 


2.0e-25 


Match length 


72 


% identity 


86 


NCBI Description 


(AC005106) T25N20.21 [Arabidopsis thaliana] 


Seq. No. 


168785 


Seq. ID 


LIB3234-072-P1-K1-E12 


Method 


BLASTN 


NCBI bl 


— O C C A C\ A Q 

gzob4 U4o 


BLAST score 


233 


E value 


1.0e-128 


Match length 


325 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MKD15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168786 


Seq. ID 


LIB3234-072-P1-K1-E3 


Method 


BLASTN 




gj o y£ D y O 


BLAST score 


272 


E value 


1.0e-151 


Match length 


378 


% identity 


92 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 




(ESSAII project) 


Seq. No. 


168787 


Seq. ID 


LIB3234-072-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2911060 


BLAbI score 


1 bi 


E value 


5.0e-ll 


Match length 


78 


% identity 


30 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 




>gi_3297826_emb_CAA19884 . 1_ (AL031032) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


168788 


Seq. ID 


LIB3234-072-P1-K1-F12 



22887 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455168 

104 

3.0e-51 

312 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



168789 

LIB3234-07 2-P1-K1-F2 

BLASTN 

g4519195 

291 

1.0e-163 

336 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MQC12, complete sequence 

168790 

LIB3234-072-P1-K1-F3 

BLASTX 

g4154281 

286 

1.0e-25 

68 

76 

(AF082347) C13 endopeptidase NP1 precursor [Zea mays] 
168791 

LIB3234-072-P1-K1-F4 

BLASTX 

g!791309 

467 

6.0e-47 

102 
93 

(U83500) cystathionine gamma -synthase [Arabidopsis 
thaliana] >gi_285245 4_dbj_BAA2 4 69 9_ (AB010888) 
cystathionine gamma- synthase [Arabidopsis thaliana] 

168792 

LIB3234-072-P1-K1-F5 

BLASTX 

glll3941 

274 

3.0e-24 

89 
60 

(U40713) Pv42p [Phaseolus vulgaris] 
168793 

LIB3234-072-P1-K1-F6 

BLASTX 

g3334128 

68 



22888 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



1.0e-54 

125 
97 

BIOTIN CARBOXYL CARRIER PROTEIN OF ACETYL-COA CARBOXYLASE 
PRECURSOR (BCCP) >gi_1066348 (U23155) acetyl-CoA 
carboxylase biotin-containing subunit [Arabidopsis 
thaliana] 

168794 

LIB3234-072-P1-K1-F7 

BLASTX 

g3096912 

450 

6.0e-45 

95 
98 

(AL023094) putative protein [Arabidopsis thaliana] 
168795 

LIB3234-072-P1-K1-F9 

BLASTX 

g3869088 

430 

2.0e-42 

103 

81 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
168796 

LIB3234-072-P1-K1-G1 

BLASTX 

gl32074 

577 

8.0e-60 

106 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

168797 

LIB3234-072-P1-K1-G10 

BLASTX 

g2829893 

516 

1.0e-52 

108 
96 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
168798 

LIB3234-072-P1-K1-G12 

BLASTX 

gll8926 

252 

1.0e-21 



22889 



Match length 

% identity 

NCBI Description 



97 
54 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168799 

LIB3234-072-P1-K1-G2 

BLASTX 

gl32074 

350 

3.0e-33 

84 
80 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 
(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir_RKMUAl 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


168800 


Seq. ID 


LIB3234-072-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g41o42ol 


BLAST score 


170 


E value 


2.0e-12 


Match length 


44 


% identity 


70 


NCBI Description 


(AF082347) C13 endopeptidase NP1 precursor [Zea mays] 


Seq. No. 


168801 


Seq. ID 


LIB3234-072-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2351065 


BLAST score 


300 


E value 


1.0e-168 


Match length 


352 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MHF15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168802 


Seq. ID 


LIB3234-072-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g419757 


BLAST score 


522 


E value 


2.0e-53 


Match length 


125 


% identity 


83 


NCBI Description 


ketol-acid reductoisomerase (EC 1.1.1.86) precursor - 




Arabidopsis thaliana 


Seq. No. 


168803 


Seq. ID 


LIB3234-072-P1-K1-H1 


Method 


BLASTX 



22890 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70606 
271 

7.0e-24 

63 
84 

ADENYLATE KINASE, CHLOROPLAST (ATP -AMP TRANSPHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114 421_pdb__lZAK__A Chain A, 

Adenylate Kinase From Maize In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 f -) pentaphosphate (Ap5a) 

>gi_3114 422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 

In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 T -) pentaphosphate (Ap5a) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168804 

LIB3234-072-P1-K1-H10 

BLAST N 

g4538990 

246 

1.0e-136 

345 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T5L19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168805 

LIB3234-072-P1-K1-H12 

BLASTX 

g4588779 

264 

4.0e-23 

75 
67 

(AF117267) UDP glucose : flavonoid 3-O-glucosyl transferase 
[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168806 

LIB3234-072-P1-K1-H2 

BLASTN 

g2828182 

40 

3.0e-13 

64 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOJ9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168807 

LIB3234-072-P1-K1-H3 

BLASTX 

g3983125 

492 

8.0e-50 

125 
78 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 



22891 



II 



Seq. No. 


168808 


Seq. ID 


LIB3234-072-P1-K1-H4 


Method 


RT T\ QTY 
D±jr\.Q 1 A 


NCBI GI 


gl871174 


BLAST score 


504 


E value 


3.0e-51 


Match length 


122 


% identity 


74 


NCBI Description 


(U90439) actin isolog 


Seq. No. 


168809 


Seq. ID 


LIB3234-072-P1-K1-H5 


Method 


BLASTX 


INbril b± 




BLAST score 


369 


E value 


2.0e-35 


Match length 


120 


% identity 


58 


NCBI Description 


(AE001019) tryptophan 




[Archaeoglobus fulgidi 


Seq. No. 


168810 


Seq. ID 


LIB3234-072-P1-K1-H6 


Method 


BLASTN 


Nbbl bl 


g^t / Djiyo 


BLAST score 


323 


E value 


0.0e+00 


Match length 


379 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 




cM, complete sequence 


Seq. No. 


168811 


Seq. ID 


LIB3234-072-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl076423 


BLAST score 


186 


E value 


6.0e-35 


Match length 


104 


% identity 


79 



68.5 



NCBI Description 



transcription factor OBF5 - Arabidopsis thaliana (fragment) 
>gi_414 615_emb_CAA49525_ (X69900) ocs-element binding 
factor 5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168812 

LIB3234-072-P1-K1-H8 

BLASTX 

g4038491 

177 

6.0e-13 

122 
36 

(AJ131705) poly (ADP-ribose) polymerase [Arabidopsis 
thaliana] 



Seq. No. 



168813 



22892 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-072-P1-K1-H9 

BLASTN 

g2342673 

78 

8.0e-36 

210 

82 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168814 


Seq. ID 


LIB3234-074-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g2924257 


BiiAbi score 




E value 


8.0e-09 


Match length 


31 


% identity 


50 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


168815 


Seq. ID 


LIB3234-074-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4589950 


BLAST score 


118 


E value 


4 . Oe-60 


Match length 


130 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


168816 


Seq. ID 


LIB3234-074-P1-K1-A11 


Method 


BLASTN 


NCBI GI 


g4733980 


BLAST score 


38 


E value 


o . Ue-lz 


Match length 


198 


% identity 


80 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence r complete sequence 


Seq. No. 


168817 


Seq. ID 


LIB3234-07 4-P1-K1-A2 


Method 


BLASTN 


NCBI GI 


g4589438 


BLAST score 


373 


E value 


0. 0e+00 


Match length 


385 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNJ 




MQJ2, complete sequence 


Seq. No. 


168818 


Seq. ID 


LIB3234-074-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl276946 



22893 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

1.0e-22 

115 
50 

(U47078) globulin-like protein [Daucus carota] >gi_1458098 

(U62395) globulin-like protein [Daucus carota] 

168819 

LIB3234-074-P1-K1-A4 

BLASTX 

gll2682 

340 

6.0e-32 

73 
90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


168820 


Seq. ID 


LIB3234-07 4-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3445209 


BLAST score 


406 


E value 


9.0e-40 


Match length 


101 


% identity 


71 


NCBI Description 


(AC004786) putative s 




thaliana] 


Seq. No. 


168821 


Seq. ID 


LIB3234-074-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2182286 


BLAST score 


167 


E value 


6.0e-89 


Match length 


342 


% identity 


98 


NCBI Description 


Sequence of BAC F20P5 




1, complete sequence 


Seq. No. 


168822 


Seq. ID 


LIB3234-074-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gll70939 


BLAST score 


514 


E value 


2.0e-52 


Match length 


104 


% identity 


94 


NCBI Description 


S-ADENOSYLMETHIONINE 



putative serine carboxypeptidase I [Arabidopsis 



THETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S4 6540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



22894 



Seq. No. 


168823 


Seq. ID 


LIB3234-074-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


158 


JL VdlUc 


J_ ■ U fc: J. U 


Match length 


64 


% identity 


47 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 




ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 




>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 




synthetase [Oryza sativa] 


Seq. No. 


168824 


Seq. ID 


LIB3234-074-P1-K1-A9 


Mot" lr\ f\H 


RT.A^TY 

SD j_i.rt.O 1 1\ 


NCBI GI 


g2342727 


BLAST score 


522 


E value 


2.0e-53 


Match length 


126 


% identity 


80 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


168825 


Seq. ID 


LIB3234-074-P1-K1-B10 


Method 


BLASTN 




go j_ o yioy 


BLAST score 


59 


E value 


2.0e-24 


Match length 


132 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F21P24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168826 


Seq. ID 


LIB3234-07 4-P1-K1-B11 


Method 


BLASTN 


IN \^ n> A. O X 




BLAST score 


355 


E value 


0.0e+00 


Match length 


355 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 




(ESSA project) 


Seq. No. 


168827 


Seq. ID 


LIB3234-07 4-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2828185 


BLAST score 


379 


E value 


0.0e+00 


Match length 


379 


% identity 


59 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



MUD21, complete sequence [Arabidopsis thaliana] 



22895 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168828 

LIB3234-074-P1-K1-B8 

BLASTX 

g!25606 

155 

2.0e-10 

53 
60 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168829 

LIB3234-074-P1-K1-B9 

BLASTN 

g3169169 

63 

7.0e-27 

160 

89 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168830 

LIB3234-07 4-P1-K1-C10 

BLASTN 

g511598 

335 

0.0e+00 

363 

26 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168831 

LIB3234-07 4-P1-K1-C11 

BLASTX 

gl350768 

376 

3.0e-36 

90 
83 

60S RIBOSOMAL PROTEIN L7A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168832 

LIB3234-07 4-P1-K1-C12 

BLASTN 

g4263813 

292 

1.0e-163 

331 
100 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



168833 



22896 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-074-P1-K1-C2 

BLASTX 

gl402914 

447 

1.0e-44 

93 
96 

(X98318) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168834 

LIB3234-074-P1-K1-C3 

BLASTX 

gl943751 

644 

1.0e-67 

127 
98 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+- pumping ATPase; ECAlp [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168835 

LIB3234-074-P1-K1-C4 

BLASTX 

gl40285 

203 

5.0e-16 

46 

85 

HYPOTHETICAL 19 KD PROTEIN (ORF 16! 
>gi_29242 63_emb_CAA77415_ (Z00044) 
tabacum] 



i) 

Ycf3 protein [Nicotiana 



Seq. No. 


168836 


Seq. ID 


LIB3234-074-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl402914 


BLAST score 


588 


E value 


4.0e-61 


Match length 


117 


% identity 


99 


NCBI Description 


(X98318) peroxidase [Arabidopsis thaliana] 


Seq. No. 


168837 


Seq. ID 


LIB3234-074-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2832611 


BLAST score 


320 


E value 


1.0e-180 


Match length 


380 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


168838 


Seq. ID 


LIB3234-074-P1-K1-D10 


Method 


BLASTN 



22897 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4220645 
349 

0. 0e+00 
376 

98 

Arafoidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

168839 

LIB3234-074-P1-K1-D11 

BLASTN 

g4220645 

132 

3.0e-68 

220 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

168840 

LIB3234-074-P1-K1-D3 

BLASTN 

g3046849 

239 

1.0e-132 

365 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18L3, complete sequence [Arabidopsis thaliana] 

168841 

LIB3234-074-P1-K1-D4 

BLASTN 

g3046849 

124 

3.0e-63 

205 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18L3, complete sequence [Arabidopsis thaliana] 

168842 

LIB3234-074-P1-K1-D6 

BLASTN 

gl931636 

303 

1. Ge-170 

375 
95 

Arabidopsis thaliana BAC T19D16 genomic sequence 
168843 

LIB3234-07 4-P1-K1-D8 

BLASTN 

g4757417 

374 

0.0e+00 



22898 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



378 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

168844 

LIB3234-07 4-P1-K1-D9 

BLASTN 

g4220645 

345 

0.0e+00 

372 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

168845 

LIB3234-074-P1-K1-E10 

BLASTN 

g4587986 

353 

0.0e+00 

373 

99 

Arabidopsis thaliana ABA- regulated gene cluster, complete 
sequence 

168846 

LIB3234-074-P1-K1-E11 

BLASTN 

g4558521 

333 

0.0e+00 

377 

97 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 



Seq. No. 


168847 




Seq. ID 


LIB3234-074-P1-K1-E12 




Method 


BLASTX 




NCBI GI 


g2832643 




BLAST score 


174 




E value 


1.0e-12 




Match length 


120 




% identity 


38 




NCBI Description 


(AL021710) hypothetical protein 


[Arabidopsis thaliana] 


Seq. No. 


168848 




Seq. ID 


LIB3234-07 4-P1-K1-E2 




Method 


BLASTN 




NCBI GI 


g3228389 




BLAST score 


310 




E value 


1.0e-174 




Match length 


354 




% identity 


97 




NCBI Description 


Genomic sequence for Arabidopsis 


thaliana BAC F17L21, 



22899 



complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168849 

LIB3234-074-P1-K1-E3 

BLASTN 

g4539290 

327 

0.0e+00 

384 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSA project) 



F14M19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168850 

LIB3234-07 4-P1-K1-E4 

BLASTN 

g4539290 

197 

1.0e-107 

237 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F14M19 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168851 

LIB3234-074-P1-K1-E5 

BLASTN 

g3046851 

234 

1.0e-129 

298 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


168852 


Seq. ID 


LIB3234-074-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


602 


E value 


1.0e-62 


Match length 


113 


% identity 


99 


NCBI Description 


(AC006587) putative preproMP2 


Seq. No. 


168853 


Seq. ID 


LIB3234-074-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g544122 


BLAST score 


668 


E value 


2.0e-70 


Match length 


127 


% identity 


99 


NCBI Description 


APOCYTOCHROME F PRECURSOR >gi 



9599_pir S45661 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 

cytochrome f precursor - turnip chloroplast 

>gi_4 41282_emb_CAA54 307_ (X77011) cytochrome f [Brassica 



22900 



© 



rapa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168854 

LIB3234-074-P1-K1-F10 

BLASTN 

g4733991 

53 

7.0e-21 

85 

46 

Arabidopsis thaliana chromosome II BAC T4D8 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168855 

LIB3234-074-P1-K1-F11 

BLASTN 

g3643588 

233 

1.0e-128 

288 
98 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168856 

LIB3234-074-P1-K1-F12 

BLASTN 

g3643588 

153 

1.0e-80 

169 

98 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


168857 


Seq. ID 


LIB3234-074-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl4028>8 


BLAST score 


352 


E value 


2.0e-33 


Match length 


125 


% identity 


56 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


168858 


Seq. ID 


LIB3234-074-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g2459406 


BLAST score 


214 


E value 


1.0e-117 


Match length 


371 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4P9 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168859 



22901 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-074-P1-K1-F5 

BLASTX 

g4544432 

293 

2.0e-26 

62 

85 

(AC006955) 



putative mannose-l-phosphate guanyltransf erase 



Seq. No. 
Seq. ID 



[Arabidopsis thaliana] 
168860 

LIB3234-074-P1-K1-G1 

BLASTN 

g3702724 

102 

4.0e-50 

153 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

168861 

LIB3234-074-P1-K1-G10 

BLASTN 

gl279569 

57 

3.0e-23 

181 

88 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
168862 

LIB3234-074-P1-K1-G12 

BLASTN 

g3273742 

192 

1.0e-104 

269 
97 

Arabidopsis thaliana lipid transfer protein 2 precursor 
(LTP2) gene, complete cds 

168863 

LIB3234-074-P1-K1-G2 

BLASTX 

g548847 

392 

4.0e-38 

77 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_22524 8_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 

168864 

LIB3234-074-P1-K1-G3 



22902 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl25606 

199 

2.0e-15 

61 
66 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63__pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

168865 

LIB3234-074-P1-K1-G4 

BLASTN 

g2660661 

132 

2.0e-68 

172 
79 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168866 

LIB3234-074-P1-K1-G6 

BLASTN 

g2660661 



BLAST score 


73 


E value 


7.0e-33 


Match length 


198 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome V BAC T19K24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


168867 


Seq. ID 


LIB3234-074-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


280 


E value 


6.0e-25 


Match length 


90 


% identity 


59 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


168868 


Seq. ID 


LIB3234-074-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl66570 


BLAST score 


209 


E value 


9.0e-17 


Match length 


106 


% identity 


43 


NCBI Description 


(L04173) glycine rich protein [Arabidopsis thaliana] 


Seq. No. 


168869 


Seq. ID 


LIB3234-074-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


gl279569 



22903 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

1.0e-40 

234 
89 

Nicotiana acuminata chloroplast JLA region, l-1028bp 
168870 

LIB3234-074-P1-K1-H1 

BLASTN 

g3885325 

315 

1.0e-177 

377 

97 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168871 

LIB3234-074-P1-K1-H10 

BLASTN 

g3241923 

274 

1.0e-153 

290 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10 , complete sequence [Arabidopsis thaliana] 

168872 

LIB3234-074-P1-K1-H2 

BLASTX 

g3914899 

195 

1.0e-15 

45 
78 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

168873 

LIB3234-074-P1-K1-H3 

BLASTN 

g4519190 

289 

1.0e-161 

364 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K6A12, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168874 

LIB3234-074-P1-K1-H4 

BLASTX 

g543841 

472 

2.0e-47 

93 



22904 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD2 6597 . 1_AC007236__2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

168875 

LIB3234-074-P1-K1-H5 

BLASTN 

g 4544405 

315 

1.0e-177 

383 
96 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 

168876 

LIB3234-074-P1-K1-H6 

BLASTX 

g2499973 

418 

3.0e-41 

103 
83 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
>gi_14 65366_emb_CAA66701__ (X98078) photosystem II 
[Arabidopsis thaliana] 

168877 

LIB3234-074-P1-K1-H7 

BLASTX 

g2262167 

506 

2.0e-51 

103 
92 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168878 

LIB3234-074-P1-K1-H9 

BLASTN 

g2494110 

317 

1.0e-178 

329 
99 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

168879 

LIB3234-075-P1-K1-A1 

BLASTN 

g2351061 



22905 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

6.0e-39 

121 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MAF19, complete sequence [Arabidopsis thaliana] 

168880 

LIB3234-075-P1-K1-A10 

BLASTX 

g2326363 

428 

2.0e-42 

117 

74 

(AJ001037) DNA-directed RNA polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(rpS15) gene in 



168881 

LIB3234-075-P1-K1-A12 

BLASTN 

gl2235 

46 

9.0e-17 

74 
91 

S.cereale chloroplast ribosomal protein S15 
inverted repeat I (IR-I), complete cds 

168882 

LIB3234-07 5-P1-K1-A2 

BLASTX 

g2791606 

228 

6.0e-19 

68 
54 

(AL021287) gatB [Mycobacterium tuberculosis] 



168883 

LIB3234-075-P1-K1-A4 

BLASTX 

g4512627 

180 

3.0e-40 

101 
92 

(AC004793) Similar to gb_Z29643 protein kinase C inhibitor 
(PKCI) from Zea mays and a member of HIT family PF_01230. 
[Arabidopsis thaliana] 

168884 

LIB3234-07 5-P1-K1-A5 

BLASTN 

g3128139 

169 

4.0e-90 



22906 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

168885 

LIB3234-075-P1-K1-A6 

BLASTN 

g4249393 

365 

0.0e+00 

369 

100 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168886 

LIB3234-075-P1-K1-B10 

BLASTX 

g3335169 

568 

8.0e-59 

114 

95 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168887 

LIB3234-075-P1-K1-B11 

BLASTN 

g4220635 

324 

0.0e+00 

360 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



168888 

LIB3234-075-P1-K1-B12 

BLASTN 

g4220635 

113 

8.0e-57 

206 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 

168889 

LIB3234-075-P1-K1-B3 

BLASTX 

g4522003 

566 

1.0e-58 

120 



PI clone; 



22907 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
168890 

LIB3234-075-P1-K1-B4 

BLASTX 

g2605714 

356 

6.0e-34 

108 
71 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168891 

LIB3234-075-P1-K1-B7 

BLASTX 

g2129727 

316 

3.0e-29 

96 

74 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168892 

LIB3234-075-P1-K1-B9 

BLASTN 

g4558586 

255 

1.0e-141 

360 
99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T5I8 sequence, 



Seq. No. 


168893 


Seq. ID 


LIB3234-075-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


gl2219 


BLAST score 


85 


E value 


5.0e-40 


Match length 


260 


% identity 


93 


NCBI Description 


Mustard chloroplast trnk 


Seq. No. 


168894 


Seq. ID 


LIB3-234-075-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


34 


E value 


1.0e-09 


Match length 


58 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA 



(ESSAII project) 



22908 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168895 

LIB3234-075-P1-K1-C3 

BLASTX 

g4490316 

190 

3.0e-21 

108 
52 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168896 

LIB3234-075-P1-K1-C4 

BLASTX 

g226120 

217 

1.0e-17 

120 

36 

vicilin gene B [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168897 

LIB3234-07 5-P1-K1-C5 

BLASTX 

g4510342 

186 

5.0e-14 

110 
46 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

168898 

LIB3234-075-P1-K1-C6 

BLASTX 

gl944201 

160 

6.0e-ll 

55 
60 

(AB002818) flavonoid 3-O-glucosyltransf erase [Perilla 
f rutescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



168899 

LIB3234-075-P1-K1-C7 

BLASTX 

g3024434 

296 

7.0e-27 

88 
70 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_25 64 337_dbj_BAA22 951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

168900 

LIB3234-075-P1-K1-D1 
BLASTX 



22909 





y j jj j 1 / ± 


BLAST score 


547 


E value 


3.0e-56 


Match length 


116 


% identity 


90 


NCBI Description 


(AF067858) embryo-specific protein 3 [Arabidopsi 


Seq. No. 


168901 


Seq. ID 


LIB3234-075-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g2656026 


T3T ACT 1 <~> /-i s~\ v is 

cLlh.0 x score 


"3 / £ 


E value 


0.0e+00 


Match length 


362 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MDF20 


Seq* No. 


168902 


Seq. ID 


LIB3234-075-P1-K1-D12 


Method 


BLASTX 




g4 uuooi / 


BLAST score 


539 


E value 


2.0e-55 


Match length 


116 


% identity 


93 


NCBI Description 


(AC005970) subtilisin-like protease [Arabidopsis 


Seq. No. 


168903 


Seq. ID 


LIB3234-075-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2851581 


BLAST score 


517 


E value 




Match length 


106 


% identity 


96 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE BETA CHAIN 




>gi_21964 64_emb_CAA74024_ (Y13690) DNA-dependent 




polymerase subunit beta [Arabidopsis thaliana] 


Seq. No. 


168904 


Seq. ID 


LIB3234-075-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g4159701 


•DJLii-io i score 


A O 


E value 


2.0e-14 


Match length 


124 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K22G18, complete sequence 


Seq. No. 


168905 


Seq. ID 


LIB3234-07 5-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


534 


E value 


8.0e-55 



22910 



# 



Match length 

% identity 

NCBI Description 



104 
98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168906 

LIB3234-075-P1-K1-D7 

BLASTX 

g3335169 

488 

2.0e-49 

117 
76 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168907 

LIB3234-075-P1-K1-D9 

BLASTX 

g4164473 

175 

1.0e-12 

40 
78 

(AF061157) negatively light-regulated protein [Vernicia 
f ordii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168908 

LIB3234-075-P1-K1-E11 

BLASTX 

g2129767 

485 

4 ,0e-49 

105 

89 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168909 

LIB3234-075-P1-K1-E12 

BLASTN 

g3510341 

228 

1.0e-125 

362 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC16, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



168910 

LIB3234-075-P1-K1-E2 

BLASTN 

g4199934 

124 

3.0e-63 

156 



22911 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

168911 

LIB3234-07 5-P1-K1-E3 

BLAST N 

g2351066 

37 

2.0e-ll 

138 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 

168912 

LIB3234-075-P1-K1-E7 

BLASTX 

g3980388 

288 

6.0e-26 

61 
95 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

168913 

LIB3234-07 5-P1-K1-E9 

BLASTN 

g2351066 

254 

1.0e-141 

315 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M0P9, complete sequence [Arabidopsis thaliana] 

168914 

LIB3234-07 5-P1-K1-F1 

BLASTN 

g4159712 

87 

2.0e-41 

126 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

168915 

LIB3234-075-P1-K1-F10 

BLASTX 

gl32675 

351 

2.0e-33 

82 
88 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L14 >gi_7 1222_pir R5NT14 



22912 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L14 - common tobacco chloroplast 
>gi_118 64_emb_CAA77379_ (Z00044) ribosomal protein L14 

[Nicotiana tabacum] >gi_225233_prf 1211235BQ ribosomal 

protein L14 [Nicotiana tabacum] 

168916 

LIB3234-075-P1-K1-F11 

BLASTN 

g4589411 

55 

2.0e-22 

63 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F5H8, complete sequence 

168917 

LIB3234-075-P1-K1-F3 

BLASTX 

g4455159 

301 

2.0e-27 

118 

61 

(AL021687) putative protein [Arabidopsis thaliana] 
168918 

LIB3234-075-P1-K1-F5 

BLASTX 

gl695719 

531 

2.0e-54 

125 

86 

(D89342) luminal binding protein [Arabidopsis thaliana] 
168919 

LIB3234-075-P1-K1-F6 

BLASTX 

g3128172 

491 

1.0e-49 

108 

92 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
168920 

LIB3234-075-P1-K1-F7 

BLASTN 

g4159712 

361 

0.0e+00 

361 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 
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Seq. No. 


168921 


Seq. ID 


LIB3234-075-P1-K1-F9 


Method 


BLASTX 






BLAST score 


474 


E value 


9.0e-48 


Match length 


119 


% identity 


84 


NCBI Description 


(Z00044) RNA polymera 


Seq. No. 


168922 


Seq. ID 


LIB3234-075-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


334 


E value 


0.0e+00 


Match length 


362 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



K17N15, complete sequence [Arabidopsis thaliana] 
168923 

LIB3234-075-P1-K1-H2 

BLASTX 

g2062169 

507 

1.0e-51 

119 

73 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168924 

LIB3234-075-P1-K1-H3 

BLASTN 

g3128136 

349 

0.0e+00 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

168925 

LIB3234-075-P1-K1-H7 

BLASTX 

gl345967 

68 

5.0e-29 

93 

72 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

(VERSION 2) >gi_322649_pir A44227 omega-3 fatty acid 

desaturase (EC 1.14.99.-) - rape >gi_167148 (L01418) 
linoleic acid desaturase [Brassica napus] 



Seq. No. 



168926 



22914 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-07 6-P1-K1-A1 

BLASTX 

g2246456 

563 

3.0e-58 

106 
97 

(U71400) S-adenosyl-methionine-sterol-C-methyltransf erase 
[Arabidopsis thaliana] 

168927 

LIB3234-076-P1-K1-A10 

BLASTX 

g2244906 

146 

1.0e-16 

92 
54 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168928 

LIB3234-076-P1-K1-A12 

BLAST N 

g2335191 

36 

9.0e-ll 

36 

100 

Arabidopsis thaliana bHLH protein (Atmyc-14 6) 
complete cds 



gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168929 

LIB3234-076-P1-K1-A3 

BLASTX 

g2244906 

336 

1.0e-31 

94 
71 

( Z97339) indole-3-acetate beta-glucosyltransferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



168930 

LIB3234-076-P1-K1-A4 

BLASTX 

gl839188 

168 

7.0e-12 

94 

57 

(U8 6081) root hair defective 3 [Arabidopsis thaliana] 
168931 

LIB3234-07 6-P1-K1-A8 

BLASTX 

g4835233 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



535 

6.0e-55 

108 

100 

(AL04 9862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168932 

LIB3234-076-P1-K1-B1 

BLASTX 

g541847 

616 

2.0e-64 

114 

98 

alcohol dehydrogenase 



(EC 1.1.1.1) 



Arabidopsis thaliana 



168933 

LIB3234-07 6-P1-K1-B12 

BLASTN 

g2914688 

184 

4.0e-99 

360 

99 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168934 

LIB3234-07 6-P1-K1-B4 

BLASTX 

gll2682 

555 

3.0e-57 

118 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_S08510 
cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

168935 

LIB3234-07 6-P1-K1-B8 
BLASTN 
gl6428 
180 

1.0e-96 
368 
98 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description A. thaliana posF21 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



168936 

LIB3234-07 6-P1-K1-B9 

BLASTN 

g3449332 

343 



22916 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

355 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSF19, complete sequence [Arabidopsis thaliana] 

168937 

LIB3234-07 6-P1-K1-C1 

BLASTN 

g2924257 

61 

1.0e-25 

85 
93 

Tobacco chloroplast genome DNA 
168938 

LIB3234-07 6-P1-K1-C10 

BLASTX 

g464987 

524 

1.0e-53 

96 
100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297 878__emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi__349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

168939 

LIB3234-07 6-P1-K1-C11 

BLASTN 

gll576 

132 

2.0e-68 

164 
95 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168940 

LIB3234-07 6-P1-K1-C12 

BLASTX 

g4587550 

237 

6.0e-20 

90 
56 

(AC006577) EST gb__R64848 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 



168941 

LIB3234-07 6-P1-K1-C2 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3738313 
50 

4.0e-19 

145 
83 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168942 

LIB3234-07 6-P1-K1-C3 

BLASTX 

g2499945 

523 

2.0e-53 

105 
100 

URIDINE 5 T -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5' -PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 f -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA5068 6__ (X71842) 
pyrE-F [Arabidopsis thaliana] 

168943 

LIB3234-076-P1-K1-C4 

BLASTX 

gl28877 

343 

2.0e-32 

100 

73 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4L, CHLOROPLAST 

>gi_66167_pir DENTNL NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain 4L - common tobacco chloroplast 
>gi_1223668_emb__CAA77396_ (Z00044) NADH dehydrogenase ND4L 

subunit [Nicotiana tabacum] >gi_225256_prf 1211235CQ NADH 

dehydrogenase 4L-like ORF 101 [Nicotiana tabacum] 

168944 

LIB3234-076-P1-K1-C6 

BLASTN 

g2924257 

37 

2.0e-ll 

89 
91 

Tobacco chloroplast genome DNA 
168945 

LIB3234-07 6-P1-K1-C7 

BLASTN 

g2252823 

178 

8.0e-96 

178 

100 
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NCBI Description 


Arabidopsis thaliana 


BAC 


IG005I10 


Seq. No. 


168946 






Seq. ID 


LIB3234-076-P1-K1-C8 






Method 


BLASTN 








rr99R9fi9' : i 






BLAST score 


51 






E value 


6.0e-20 






Match length 


83 






% identity 


90 






NCBI Description 


Arabidopsis thaliana 


BAC 


IG005I10 


Seq. No. 


168947 






Seq. ID 


LIB3234-07 6-P1-K1-C9 






Method 


BLASTX 














BLAST score 


548 






E value 


2.0e-56 






Match length 


104 






% identity 


100 






NCBI Description 


(D63396) elongation 


factor-1 alpha 


Seq. No. 


168948 






Seq. ID 


LIB3234-07 6-P1-K1-D1 






Method 


BLASTX 






NCBI GI 


gll4532 






BLAST score 


548 






E value 


2.0e-56 






Match length 


122 






% identity 


89 






NCBI Description 


ATP SYNTHASE ALPHA CHAIN 


>gi__67824 



[Nicotiana tabacum] 



r PWNTA 

H+- transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_117 6 9_emb_CAA2 3 4 7 1_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA7 7341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi__22527 0__prf 1211235E ATPase alpha 

[Nicotiana tabacum] 



Seq. No. 


168949 




Seq. ID 


LIB3234-076 


-P1-K1-D3 


Method 


BLASTN 




NCBI GI 


g3327867 




BLAST score 


367 




E value 


0.0e+00 




Match length 


367 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana 




7, complete 


cds 


Seq. No. 


168950 




Seq. ID 


LIB3234-076 


-P1-K1-D5 


Method 


BLASTX 




NCBI GI 


g2288887 




BLAST score 


585 




E value 


8.0e-61 




Match length 


117 




% identity 


93 





22919 



0 



NCBI Description 



(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC0054 99) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 


168951 


Seq. ID 


LIB3234-076-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl592679 


BLAST score 


261 


E value 


9.0e-23 


Match length 


71 


% identity 


77 






Seq. No. 


168952 


Seq. ID 


LIB3234-076-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4090884 


BLAST score 


511 


E value 


4.0e-52 


Match length 


97 


% identity 


100 


NCBI Description 


(AF025333) vesicle-associated membrane protein 




synapt obrevin 7B [Arabidopsis thaliana] 


Seq. No. 


168953 


Seq. ID 


LIB3234-076-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4760411 


BLAST score 


340 


E value 


0.0e+00 


Match length 


365 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F25C20 s 




complete sequence 


Seq. No. 


168954 


Seq. ID 


LIB3234-076-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl705463 


BLAST score 


471 


E value 


2.0e-47 


Match length 


104 


% identity 


86 



NCBI Description 



BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 



168955 

LIB3234-07 6-P1-K1-E10 



22920 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2828185 

262 

1.0e-145 

353 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


168956 


Seq. ID 


LIB3234-076-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


70 


E value 


4.0e-31 


Match length 




% identity 


89 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


168957 


Seq. ID 


LIB3234-07 6-P1-K1-E2 


Method 


BLAST X 


NCBI GI 


g4559372 


BLAST score 


241 


E value 


2.0e-20 


Match length 


61 


% identity 


77 


NCBI Description 


(AC006585) putative CONSTANS protein 




> gi_4 64 623 5_gb_AAD2 68 98. 1_AC 0 0 7 2 6 6_6 




CONSTANS protein [Arabidopsis thaliai 


Seq. No. 


168958 


Seq. ID 


LIB3234-07 6-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl!69515 


BLAST score 


220 


E value 


3.0e-18 


Match length 


70 


% identity 


70 



(AC007266) putative 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



EM-LIKE PROTEIN GEA1 >gi_2 1197 68_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_2 98070__emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA7797 9_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 

168959 

LIB32 34-07 6-P1-K1-E6 

BLASTX 

g4558547 

281 

4.0e-25 

121 
57 

(AC007138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



168960 



22921 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-076-P1-K1-E7 

BLASTX 

g3176&74 

406 

8.0e-40 

116 

63 

(AF065639) 
thaliana] 



cucumisin-like serine protease [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



168961 

LIB3234-07 6-P1-K1-E8 

BLASTN 

g3789706 

163 

1.0e-86 

325 
88 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

168962 

LIB3234-07 6-P1-K1-E9 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

168963 

LIB3234-07 6-P1-K1-F1 

BLASTN 

g2264309 

360 

0. 0e+00 

360 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 

168964 

LIB3234-076-P1-K1-F12 

BLASTX 

g2924258 

563 

3.0e-58 

120 
93 

(Z00044) RNA polymerase beta' T subunit [Nicotiana tabacum] 
168965 

LIB3234-076-P1-K1-F2 
BLASTX 



22922 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3892057 
585 

9.0e-61 

122 
49 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
168966 

LIB3234-07 6-P1-K1-F4 

BLASTX 

gl20675 

458 

7.0e-46 

105 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844__ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168967 

LIB32 34-07 6-P1-K1-F5 

BLASTN 

g3860242 

298 

1.0e-167 

374 

97 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

168968 

LIB3234-076-P1-K1-F7 

BLASTX 

g4455336 

422 

1.0e-41 

77 
100 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



168969 

LIB3234-07 6-P1-K1-F8 

BLASTN 

g4455321 

45 

3.0e-16 

85 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

168970 

LIB3234-07 6-P1-K1-G10 
BLASTN 



F4I10 



22923 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3298532 
340 

0.0e+00 

360 

99 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168971 

LIB3234-07 6-P1-K1-G11 

BLASTX 

g2980771 

435 

3.0e-43 

101 

86 

(AL022198) chloroplast omega- 
[Arabidopsis thaliana] 



6 fatty acid desaturase (fad6) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168972 

LIB3234-076-P1-K1-G2 

BLASTN 

g4468103 

333 

0.0e+00 

362 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168973 

LIB3234-076-P1-K1-G4 

BLASTN 

g3298532 

48 

5.0e-18 

86 
94 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168974 

LIB3234-07 6-P1-K1-G5 

BLASTX 

g2244750 

494 

4.0e-50 

110 
87 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168975 

LIB3234-07 6-P1-K1-G6 

BLASTX 

gll69601 



22924 



BLAST score 


389 


E value 




Match length 


98 


% identity 


80 


NCBI Description 


OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 




>gi_493068 (U09503) chloroplast omega-6 fatty acid 




desaturase [Arabidopsis thaliana] 


Seq. No. 


168976 


Seq. ID 


LIB3234-07 6-P1-K1-H1 


Method 


BLASTX 


JNLol bl 


gjJDO JUO 


BLAST score 


258 


E value 


2.0e-22 


Match length 


50 


% identity 


100 


NCBI Description 


(AJ009695) wall-associated kinase 4 [Arabidopsis thaliana] 


Seq. No. 


168977 


Seq. ID 


LIB3234-07 6-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2262135 


i5LAo i score 


i 1 n 


E value 


3.0e-59 


Match length 


216 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 




cM, complete sequence 


Seq. No. 


168978 


Seq. ID 


LIB3234-07 6-P1-K1-H12 


Method 


BLASTX 


JNU.D1 Ul 




BLAST score 


188 


E value 


4.0e-23 


Match length 


83 


% identity 


68 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 


Seq. No. 


168979 


Seq. ID 


LIB3234-07 6-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl345973 


BLAST score 


677 


E value 


1.0e-71 


Match length 


122 


% identity 


100 


NCBI Description 


OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168980 

LIB3234-07 6-P1-K1-H4 

BLASTN 

g2760169 

151 

1.0e-79 

167 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168981 

LIB3234-076-P1-K1-H5 

BLASTN 

g2262135 

151 

1.0e-79 

214 

93 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168982 

LIB3234-076-P1-K1-H9 

BLASTX 

g99837 

195 

4.0e-15 

97 

48 

2S sto 
(X6597 
>gi_17 
[Brass 



rage protein - wild cabbage >gi_17878_emb_CAA4 6783_ 
0) 2S storage protein [Brassica oleracea] 
880_emb_CAA4 6172_ (X65038) 2S storage protein 
ica oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168983 

LIB3234-077-P1-K1-A1 

BLASTX 

gl20667 

181 

8.0e-14 

55 
69 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



168984 

LIB3234-077-P1-K1-A10 

BLASTX 

g3249096 

471 

2.0e-47 



22926 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
90 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

168985 

LIB3234-07 7-P1-K1-A11 

BLASTX 

g4679028 

58 

7.0e-26 

130 

47 

(AF077207) HSPC021 [Homo sapiens] 
168986 

LIB3234-077-P1-K1-A12 

BLASTX 

g4490737 

333 

4.0e-31 

127 

56 

(AL035708) putative protein [Arabidopsis thaliana] 
168987 

LIB3234-077-P1-K1-A2 

BLASTX 

g3980396 

501 

7.0e-51 

95 
99 

(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



168988 

LIB3234-077-P1-K1-A3 

BLASTX 

g231442 

63 

4.0e-37 

126 
59 

HYPOTHETICAL 260 KD PROTEIN (ORF 2216) >gi_336938 (M81884) 
ORF2216 [Epifagus virginiana] >gi_336942 (M81884) ORF2216 
[Epifagus virginiana] 

168989 

LIB3234-077-P1-K1-A4 

BLASTX 

g2829918 

601 

1.0e-62 

120 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



98 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 

168990 

LIB3234-07 7-P1-K1-A8 

BLASTX 

g3915961 

592 

1.0e-61 

124 
90 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77 438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

168991 

LIB3234-077-P1-K1-A9 

BLASTX 

g3915961 

400 

4 ,0e-39 

106 
75 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2 92427 4_emb_CAA77 427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

168992 

LIB3234-077-P1-K1-B1 

BLASTN 

g3885325 

324 

0.0e+00 

336 

99 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

168993 

LIB3234-077-P1-K1-B12 

BLASTX 

gl486472 

406 

1.0e-39 

94 

85 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

168994 

LIB3234-077-P1-K1-B2 

BLASTX 

g4678311 

470 



22928 



E value 
Match length 
% identity 
NCBI Description 



3.0e-47 

90 
99 

(AL049655) 
thaliana] 



aquaporin/MIP-like protein [Arabidopsis 



Seq. No. 


168995 


Seq. ID 


LIB3234-077-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


155 


E value 


2.0e-10 


Match length 


64 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


168996 


Seq. ID 


LIB3234-077-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


275 


E value 


1.0e-153 


Match length 


279 


% identity 


100 


NCBI Description 


Genomic sequence for Arabidopsis thaliana 




complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168997 

LIB3234-077-P1-K1-C11 

BLASTN 

g4757403 

252 

1.0e-139 

382 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJL12, complete sequence 



PI clone: 



168998 

LIB3234-077-P1-K1-C12 

BLASTX 

g3445209 

526 

8.0e-54 

129 
71 

(AC00478 6) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



168999 

LIB3234-077-P1-K1-C2 

BLASTX 

g3953466 

585 

1.0e-60 

131 

87 



22929 



II 



NCBI Description (AC002328) F20N2.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169000 

LIB3234-077-P1-K1-C5 

BLASTN 

g2760165 

144 

3.0e-75 

335 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC 9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169001 

LIB3234-077-P1-K1-C6 

BLASTX 

g4587529 

369 

8.0e-36 

78 
90 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238. EST gb_H76902 comes from this gene 

169002 

LIB3234-077-P1-K1-C7 

BLASTX 

g544424 

267 

2.0e-23 

86 

62 

GLYCINE-RICH RNA- BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7 ) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

169003 

LIB3234-077-P1-K1-C8 

BLASTX 

g3395432 

260 

1.0e-22 

89 
56 

(AC004 683) unknown protein [Arabidopsis thaliana] 
169004 

LIB3234-077-P1-K1-C9 

BLASTN 

g2656026 

250 

1.0e-138 



22930 



Match length 


293 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MDF20 


Seq. No. 


169005 


Seq. ID 


LIB3234-077-P1-K1-D1 


Method 


BLASTX 


Mfi o T T 

MLdI CjI 


rrA 0 C\A 977 
y fl Z U *± Z / / 


BLAST score 


654 


E value 


8.0e-69 


Match length 


121 


% identity 


100 


NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


169006 


Seq. ID 


LIB3234-077-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g544424 


BLAST score 


160 


E value 


2.0e-20 


Match length 


74 


% identity 


77 


NCBI Description 


GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir_S30147 


glycine ricn protein (cione i-vci^ixir / } hi duiuupbio Liia.j_xai.Lci 




>gi 16301 emb CAA78711 (Z14987) glycine rich protein 




[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 




protein [Arabidopsis thaliana] 




>gi_4567224_gb_AAD23639.1_AC007119__5 (AC007119) 




glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 


Seq. No. 


169007 


Seq. ID 


LIB3234-077-P1-K1-D2 


Method 


BLASTX 




rrA Plfl £Q Q 1 

g^± uuoooi 


BLAST score 


447 


E value 


2.0e-44 


Match length 


115 


% identity 


80 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


169008 


Seq. ID 


LIB3234-077-P1-K1-D3 


Method 


BLASTX 


JNUrsl bl 


g4t uuDooi 


BLAST score 


361 


E value 


2.0e-34 


Match length 


109 


% identity 


72 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


169009 


Seq. ID 


LIB3234-077-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2832611 


BLAST score 


379 


E value 


0. Oe+00 



22931 



Match length 


391 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 




(ESSAII project) 


Seq. No. 


169010 


Seq. ID 


LIB3234-077-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3461834 


u un u i o vw w -i- c 


268 


E value 


1.0e-149 


Match length 


358 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T9I4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169011 


Seq. ID 


LIB3234-077-P1-K1-D8 


Method 


BLASTX 




y *± »j \j / 


BLAST score 


156 


E value 


2.0e-10 


Match length 


110 


% identity 


42 


NCBI Description 


(AC006439) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


169012 


Seq. ID 


LIB3234-077-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl2279 


BLAST score 


35 


TP T^a 1 no 

El VQl U.^ 




Match length 


43 


% identity 


95 


NCBI Description 


Spinach chloroplast genes for the D2 and 44 kd reaction 




centre, chlorophyll a-binding protein and for tRNA-Ser 




(UGA) 


Seq. No. 


169013 


Seq. ID 


LIB3234-077-P1-K1-E12 


Method 


BLASTX 


MpRT (IT 




BLAST score 


604 


E value 


5.0e-63 


Match length 


120 


% identity 


97 


NCBI Description 


(AF035900) ATP synthase beta subunit [Capparis spinosa] 


Seq. No. 


169014 


Seq. ID 


LIB3234-07 7-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4586098 


BLAST score 


224 


E value 


1.0e-123 


Match length 


349 


% identity 


100 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 



22932 



(ESSA project) 



Seq. No. 


169015 


dorr TP) 


JjID JZ, J1 \J 1 ( IT J. I\J_ HiJ 


Method 


BLASTX 


NCBI GI 


g3128188 


BLAST score 


550 


E value 


1.0e-56 


Match length 


109 


% identity 


94 


NCBI Description 


(AC004521) putative beta- 


Seq. No. 


169016 


Seq. ID 


LIB3234-077-P1-K1-E7 


ft/I £s f K 


n>±jr\tD 1 IN 


NCBI GI 


g4586241 


BLAST score 


378 


E value 


0.0e+00 


Match length 


394 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 


Seq. No. 


169017 


Seq. ID 


LIB3234-077-P1-K1-E8 


Method 


BLAST N 


NCBI GI 


g4510338 


BLAST score 


391 


E value 


0.0e+00 


Match length 


395 


% identity 


100 



T20K18 



NCBI Description 



Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 


169018 


Seq. ID 


LIB3234-077-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3080442 


BLAST score 


705 


E value 


8.0e-75 


Match length 


128 


% identity 


98 


NCBI Description 


(AL022605) putative protein [Arabidopsis thaliana] 


Seq. No. 


169019 


Seq. ID 


LIB3234-077-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2342690 


BLAST score 


243 


E value 


1.0e-20 


Match length 


91 


% identity 


37 


NCBI Description 


(AC000106) Similar to Homo copine I (gb_U8324 6) . 




[Arabidopsis thaliana] 


Seq. No. 


169020 


Seq. ID 


LIB3234-077-P1-K1-F11 



22933 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35858 

292 

2.0e-26 

57 
100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 4 5128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

169021 

LIB3234-077-P1-K1-F12 

BLASTN 

g4582411 

110 

7.0e-55 

130 
96 

Arabidopsis thaliana chromosome 1 BAC T23K8 sequence, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169022 

LIB32 34-077-P1-K1-F2 

BLASTN 

g2828180 

234 

1.0e-129 

392 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4 , complete sequence [Arabidopsis thaliana] 

169023 

LIB3234-077-P1-K1-F4 

BLASTN 

g4589437 

38 

3.0e-12 

182 

80 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

169024 

LIB3234-077-P1-K1-F6 

BLASTN 

gl6181 

120 

4.0e-61 

128 

98 

A. thaliana gene for tonoplast intrinsic protein 
alpha-TIP (Ara) >gi_l 66 622_gb_M8 4 34 3_AT HAT IP Arabidopsis 



22934 



thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 



O tr VJ • IN \J • 


J- U Z> \J *J 


Seq. ID 


LIB3234-077-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


glll0531 


BLAST score 


171 


E value 


3.0e-12 


Match length 


124 


% identity 


37 


NCBI Description 


(U40570) autoantigen Ku86 [Mesocricetus auratus] 






Seq. ID 


LIB3234-077-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2252841 


BLAST score 


4 92 


E value 


8.0e-50 


Match length 


125 


% identity 


75 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana 


Seq. No. 


169027 


Seq. ID 


LIB3234-077-P1-K1-G10 






NCBI GI 


gl628583 


BLAST score 


72 


E value 


8.0e-24 


Match length 


106 


% identity 


64 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


o c q * L\ o . 




Seq. ID 


LIB3234-077-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


383 


E value 


5.0e-37 


Match length 


91 


% identity 


79 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


169029 




- JjIDjZ j4 U / / rl i\i bZ 


Method 


BLASTX 


NCBI GI 


g2129577 


BLAST score 


429 


E value 


2.0e-42 


Match length 


83 


% identity 


99 


NCBI Description 


DnaJ homolog protein - Arabidopsis thaliana >gi 727357 




(U22340) DnaJ homolog [Arabidopsis thaliana] 


Seq. No. 


169030 



22935 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3234-077-P1-K1-G4 

BLASTN 

g2924505 

301 

1.0e-169 

393 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

169031 

LIB3234-077-P1-K1-G5 

BLASTN 

g4455339 

125 

7.0e-64 

199 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 

169032 

LIB3234-077-P1-K1-G7 

BLASTX 

g4115921 

413 

1.0e-40 

121 

62 

(AF118222) F3H7.4 gene product [Arabidopsis thaliana] 
>gi__4539434_emb_CAB40022.1_ (AL04 9523) putative protein 
[Arabidopsis thaliana] 

169033 

LIB3234-077-P1-K1-G9 

BLASTX 

g2970654 

239 

4.0e-20 

95 
57 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 

169034 

LIB3234-077-P1-K1-H1 

BLASTX 

g4337195 

159 

9.0e-ll 

44 
75 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
169035 

LIB3234-077-P1-K1-H11 
BLASTX 



22936 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915866 
187 

5.0e-14 

58 
76 

GLUTAMINYL-TRNA SYNTHETASE 
>gi_2995455_emb_CAA62 901_ ( 
synthetase [Lupinus luteus] 



(GLUTAMINE — TRNA LIGASE) (GLNRS) 
X91787) tRNA-glutamine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169036 

LIB3234-077-P1-K1-H3 

BLASTN 

g3860242 

330 

0 . 0e+00 

389 

96 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

169037 

LIB3234-077-P1-K1-H4 

BLASTX 

g2160146 

417 

5.0e-41 

99 
85 

(AC000375) Strong similarity to Arabidopsis 

gb_X91953, F21M12.3, F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 


169038 


Seq. ID 


LIB3234-077-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4581166 


BLAST score 


144 


E value 


4.0e-09 


Match length 


55 


% identity 


53 


NCBI Description 


(AC006220) hypothetical 


Seq. No. 


169039 


Seq. ID 


LIB32 34-07 7-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


355 


E value 


5.0e-34 


Match length 


88 


% identity 


81 


NCBI Description 


(U66916) 12S cruciferin 



Seq. No. 
Seq. ID 

Method 



thaliana] >gi_28424 95__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

169040 

LIB3234-078-P1-K1-A11 
BLASTN 



22937 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2980787 
216 

1.0e-118 

350 
50 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

169041 

LIB3234-078-P1-K1-A12 

BLASTX 

g4581120 

437 

2.0e-43 

78 

100 

(AC005825) hypothetical protein [Arabidopsis thaliana] 
169042 

LIB3234-07 8-P1-K1-A3 

BLASTX 

g267073 

271 

5.0e-26 

100 

65 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

169043 

LIB3234-078-P1-K1-A4 

BLASTN 

g3789706 

179 

3.0e-96 

294 
96 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

169044 

LIB3234-078-P1-K1-A5 

BLASTX 

g4008006 

4 93 

5.0e-50 

121 

79 

(AF084034) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



169045 

LIB3234-078-P1-K1-A6 

BLASTN 

g3763944 



22938 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

1.0e-27 

144 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169046 

LIB3234-078-P1-K1-A7 
BLASTX 
gl345973 
229 

2.0e-19 

46 
93 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882__pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505__ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_ll 97795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169047 

LIB3234-078-P1-K1-A9 

BLASTN 

gl6375 

34 

4.0e-10 

106 
83 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169048 

LIB3234-07 8-P1-K1-B1 

BLASTX 

gll5783 

490 

1.0e-49 

104 
88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27 543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169049 

LIB3234-078-P1-K1-B10 

BLASTX 

g2832707 

427 

3.0e-42 

88 
99 



22939 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL021713) translation initiation factor eIF-2 gamma 
chain-like protein [Arabidopsis thaliana] 

169050 

LIB3234-07 8-P1-K1-B2 

BLASTX 

g4337188 

284 

2.0e-25 

82 

76 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
169051 

LIB3234-07 8-P1-K1-B3 

BLASTN 

g4415928 

335 

0.0e+00 

400 

100 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169052 

LIB3234-07 8-P1-K1-B5 

BLASTN 

g2264302 

387 

0.0e+00 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169053 

LIB3234-078-P1-K1-B6 

BLASTX 

gl350680 

527 

6.0e-54 

109 

94 

60S RIBOSOMAL PROTEIN LI 
169054 

LIB32 34-07 8-P1-K1-B7 

BLASTN 

gl6375 

74 

9.0e-34 

182 
85 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 



169055 



22940 



Seq. ID 


LIB3234-078-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl23541 


BLAST score 


400 


E value 


5.0e-39 


L I CI L-^-li ± CI J.vj L1I 


76 


% identity 


99 


NCBI Description 


17.4 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.4) 


>gi 81639 pir JQ0351 heat shock protein 17 - Arabidopsi 




thaliana >gi_16340__emb_CAA35182_ (X17293) heat shock 




protein (AA 1 - 156) [Arabidopsis thaliana] 


Seq. No. 


169056 


Seq. ID 


LIB3234-07 8-P1-K1-B9 


Method 


BLASTN 


NPRT GT 

LN \^ J-J -L VJ J_ 


al6339 


BLAST score 


151 


E value 


1.0e-79 


Match length 


207 


% identity 


94 


NCBI Description 


Arabidopsis HSP17.4 gene for 17.4kDa heat shock protein 


Seq. No. 


169057 


Seq. ID 


LIB3234-078-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g4589432 


RT 7\ C T 1 crTir(=> 
DJjnO i auvic 


264 


E value 


1.0e-147 


Match length 


366 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MMJ24, complete sequence 


Seq. No. 


169058 


Seq. ID 


LIB3234-078-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g2656030 




JOU 


E value 


0.0e+00 


Match length 


380 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MUL8 


Seq. No, 


169059 


Seq. ID 


LIB3234-078-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4220468 




_> %J \J 


E value 


0 . 0e+00 


Match length 


374 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T8011 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169060 


Seq. ID 


LIB3234-078-P1-K1-C3 



22941 



Method 


BLAST N 


NCBI GI 


g4589428 




226 


E value 


1.0e-124 


Match length 


351 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MFH8, complete sequence 


Seq. No. 


169061 


Seq. ID 


LIB3234-078-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g4589428 




91 


E value 


9.0e-44 


Match length 


227 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MFH8, complete sequence 


Seq. No. 


169062 


Seq. ID 


LIB3234-078-P1-K1-C7 


Method 


BLASTX 






BLAST score 


351 


E value 


2.0e-33 


Match length 


100 


% identity 


67 


NCBI Description 


(U27698) calreticulin [Arabidopsis thaliana] 


Seq. No. 


169063 


Seq. ID 


LIB3234-078-P1-K1-C8 


Method 


BLASTX 






BLAST score 


659 


E value 


2.0e-69 


Match length 


130 


% identity 


99 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis 


Seq. No. 


169064 


Seq. ID 


LIB32 34-078-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3450842 


jbLi/io i score 


A "3 6 


E value 


3.0e-43 


Match length 


94 


% identity 


82 


NCBI Description 


(AF080436) mitogen activated protein kinase 




sativa] 


Seq. No. 


169065 


Seq. ID 


LIB3234-078-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2245126 


BLAST score 


245 


E value 


1.0e-135 



22942 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



353 
100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169066 

LIB3234-078-P1-K1-D10 

BLASTN 

g2245031 

243 

1.0e-134 

378 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169067 

LIB3234-078-P1-K1-D12 

BLASTX 

g520478 

444 

3.0e-44 

89 
100 

(U0913-?) pyruvate dehydrogenase El beta subunit 

[Arabidopsis thaliana] >gi_10904 98_prf 2019230A pyruvate 

dehydrogenase [Arabidopsis thaliana] 

169068 

LIB3234-078-P1-K1-D3 

BLASTX 

gll3026 

518 

7.0e-53 
113 

88 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi 447142 prf 1913424A 
isocitrate lyase [Brassica napus] 

169069 

LIB3234-078-P1-K1-D4 

BLASTX 

gl402904 

486 

3.0e-49 

96 

97 

(X98313) peroxidase [Arabidopsis thaliana] 
169070 

LIB3234-07 8-P1-K1-D5 
BLASTN 



22943 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2894557 
392 

0.0e+00 

392 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169071 

LIB3234-07 8-P1-K1-D6 

BLASTX 

gl361982 

546 

4.0e-56 

103 

100 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (U18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169072 

LIB3234-07 8-P1-K1-D7 

BLASTX 

g400923 

451 

5.0e-45 

89 
98 

RAS-RELATED PROTEIN RAB7 >gi_4854 97_pir S33531 GTP-binding 

protein rab - garden pea >gi_2075 6__emb_CAA4 6600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169073 

LIB3234-07 8-P1-K1-D8 

BLASTX 

g2738248 

587 

6.0e-61 

118 

92 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169074 

LIB3234-07 8-P1-K1-E11 

BLASTX 

g99735 

603 

7.0e-63 

114 

100 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 



Seq. No. 
Seq. ID 

Method 



169075 

LIB3234-07 8-P1-K1-E12 
BLASTX 



22944 






NCBI GI 


g2065173 




BLAST score 


150 




E value 


5.0e-15 




Match length 


85 




% identity 


52 




NCBI Description 


(Y11174) similarities with RP1 and EB1 [Homo sapiens] 




Seq. No. 


169076 




Seq. ID 


LIB3234-078-P1-K1-E3 




Method 


BLASTN 




NCBI GI 


g2828180 




BLAST score 


162 




E value 


6.0e-86 




Match length 


265 




% identity 


95 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 






MDK4, complete sequence [Arabidopsis thaliana] 




Seq. No. 


169077 




Seq. ID 


LIB3234-078-P1-K1-E6 




Method 


BLASTN 




NCBI GI 


g4756963 




BLAST score 


347 




E value 


0.0e+00 




Match length 


372 


y ^ 


% identity 


98 


ED 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 


"f 




(ESSA project) 




Seq. No. 


169078 




Seq. ID 


LIB3234-078-P1-K1-E8 


yi 


Method 


BLASTX 




NCBI GI 


g4589964 


L-.;:- 


BLAST score 


287 




E value 


5.0e-26 




Match length 


84 


pi: 


% identity 


73 




NCBI Description 


(AC007169) delta 9 desaturase [Arabidopsis thaliana] 




Seq. No. 


169079 




Seq. ID 


LIB3234-078-P1-K1-E9 




Method 


BLASTX 




NCBI GI 


g3335169 




BLAST score 


619 




F, Vr5 1 IIP 


1 . 0e-64 




Match length 


117 




% identity 


100 




NCBI Description 


(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 






>gi_4455197_emb_CAB36520.1__ (AL035440) embryo-specific 






protein 1 (ATS1) [Arabidopsis thaliana] 




Seq. No. 


169080 




Seq. ID 


LIB3234-078-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


g266693 




BLAST score 


457 




E value 


1.0e-45 



22945 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



123 
76 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >giJL6405_emb_CAA44 225__ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4 4 55257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



169081 

LIB3234-078-P1-K1-F11 

BLASTX 

g99735 

563 

4.0e-58 

114 

94 

L-ascorbate peroxidase 



(EC 1.11.1.11) precursor 



Arabidopsis thaliana (fragment) 
169082 

LIB3234-078-P1-K1-F12 

BLASTN 

g4544365 

322 

G.Oe+00 

384 

96 

Arabidopsis thaliana chromosome II BAC F2 6H6 genomic 
sequence, complete sequence 

169083 

LIB3234-078-P1-K1-F2 

BLASTX 

g3023848 

533 

1.0e-54 

113 

34 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-4 0 REPEAT AUXIN- DEPENDENT PROTEIN ARC A) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

169084 

LIB3234-078-P1-K1-F4 

BLASTX 

g4218002 

459 

6.0e-46 

93 

100 

(AC006135) putative UTP-glucose glucosyltransf erase 
[Arabidopsis thaliana] 

169085 

LIB3234-078-P1-K1-F5 

BLASTN 

g3420042 



22946 



® 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



371 

0.0e+00 

391 

99 

Arabiciopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169086 

LIB3234-078-P1-K1-F6 

BLASTN 

g2924651 

208 

1.0e-113 

216 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169087 

LIB3234-078-P1-K1-F7 

BLASTN 

g2924651 

171 

2.0e-91 

185 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 

169088 

LIB3234-07 8-P1-K1-F8 

BLASTX 

g2262167 

598 

3.0e-62 

114 

100 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169089 

LIB3234-078-P1-K1-F9 

BLASTX 

g2058311 

405 

1.0e-39 

98 
78 

(X7 9566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
169090 

LIB3234-078-P1-K1-G11 

BLASTX 

gl26079 

163 

3.0e-ll 
125 



22947 



% identity 6 

NCBI Description LATE EMBRYOGENESIS ABUNDANT PROTEIN 7 6 (LEA 7 6) 

>gi_81683_pir S04130 embryonic abundant protein (clone 

pLEA76) - rape >gi_17829_emb_CAA33406__ (X15348) LEA76 
•peptide (AA 1-280) [Brassica napus] 
>gi_226789_prf 1605299A Lea76 gene [Brassica napus] 



Seq. No. 


169091 


Seq. ID 


LIB3234-07 8-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll61171 


BLAST score 


156 


E value 


2.0e-10 


ixia ten lengtn 


1 01 
1Z 1 


% identity 


18 


NCBI Description 


(L424 65) late embryogenesis abundant protein [Picea gl 


Seq. No. 


169092 


Seq. ID 


LIB3234-078-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3025470 


BLAST score 


376 


E value 


3.0e-36 


lyiaucn -Lengrn 




% identity 


54 


NCBI Description 


(U76756) endo-beta-1, 4-glucanase [Pinus radiata] 


Seq. No. 


169093 


Seq. ID 


LIB32 34-078-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g927575 


BLAST score 


63 


E value 


1.0e-ll 


riaTLon ±engi_n 


"7 Q 
/ O 


% identity 


55 


NCBI Description 


(U12926) alpha galactosidase [Glycine max] 


Seq. No. 


169094 


Seq. ID 


LIB3234-07 8-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


559 


E value 


1.0e-57 


Match length 


106 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


169095 


Seq. ID 


LIB3234-078-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2645971 


BLAST score 


509 


E value 


8.0e-52 


Match length 


110 


% identity 


83 


NCBI Description 


(AF034255) reversibly glycosylated polypeptide-3 



[Arabidopsis thaliana] 



22948 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169096 

LIB3234-078-P1-K1-G8 

BLASTX 

gll2682 

571 

4.0e-59 

122 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eirib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

169097 

LIB3234-078-P1-K1-G9 

BLASTN 

g3128142 

311 

1.0e-175 

356 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



169098 

LIB3234-07 8-P1-K1-H1 

BLASTX 

g2244905 

517 

9.0e-53 

128 

77 

(Z97339) indole-3-acetate beta-glucosyltransferase 
[Arabidopsis thaliana] 

169099 

LIB3234-078-P1-K1-H10 

BLASTN 

gl707006 

183 

1.0e-98 

256 
93 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169100 

LIB3234-078-P1-K1-H11 

BLASTN 

g3659491 

93 

2.0e-45 

101 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 



22949 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1, complete sequence [Arabidopsis thaliana] 
169101 

LIB3234-07 8-P1-K1-H2 

BLASTX 

g2244905 

382 

5.0e-37 

110 

68 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169102 

LIB3234-078-P1-K1-H5 

BLASTN 

g!707006 

143 

9.0e-75 

235 

94 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169103 

LIB3234-078-P1-K1- 

BLASTX 

g633890 

250 

2.0e-21 



■H6 



62 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169104 

LIB3234-07 9-P1-K1-A11 

BLASTX 

g3334123 

645 

9.0e-68 

132 

99 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj__BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169105 

LIB3234-07 9-P1-K1-A12 

BLASTX 

g2129753 

662 

1.0e-69 

132 
96 



22950 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

169106 

LIB3234-079-P1-K1-A2 

BLASTN 

g2182286 

66 

2.0e-29 

74 

97 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

169107 

LIB3234-079-P1-K1-A3 

BLASTX 

g4544385 

252 

1.0e-21 

79 
70 

(AC007047) hypothetical protein [Arabidopsis thaliana] 
169108 

LIB3234-07 9-P1-K1-A7 

BLASTX 

gll9143 

691 

4.0e-73 

131 
100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_2 957 88_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi__1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>giJL532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

169109 

LIB3234-07 9-P1-K1-A8 

BLASTX 

g3831451 

669 

2.0e-70 

135 

99 

(AC005700) putative O-GlcNAc transferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



169110 

LIB3234-07 9-P1-K1-B10 



22951 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3935149 

221 

3.0e-18 

77 
57 

(AC005106) 



T25N20.13 [Arabidopsis thaliana] 



169111 

LIB3234-07 9-P1-K1-B11 

BLASTN 

g2244991 

247 

1.0e-136 

339 
94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169112 

LIB3234-079-P1-K1-B12 

BLASTN 

g4263373 

59 

2.0e-24 

142 

87 

Arabidopsis thaliana BAC T15G18 from chromosome IV, near 25 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169113 




Seq. ID 


LIB3234-07 9-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g2341042 




BLAST score 


454 




E value 


2.0e-45 




Match length 


107 




% identity 


79 




NCBI Description 


(AC000104) F19P19.26 


[Arabidopsis 


Seq. No. 


169114 




Seq. ID 


LIB3234-079-P1-K1-B3 




Method 


BLASTN 




NCBI GI 


g4757411 




BLAST score 


259 




E value 


1.0e-144 




Match length 


354 




% identity 


97 


genomic DNA, 


NCBI Description 


Arabidopsis thaliana 




MXC7 , complete sequence 


Seq. No. 


169115 




Seq. ID 


LIB3234-07 9-P1-K1-B4 




Method 


BLASTN 




NCBI GI 


g4519187 




BLAST score 


187 




E value 


1.0e-101 





22952 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K1G2, complete sequence 

169116 

LIB3234-07 9-P1-K1-B6 

BLASTX 

g2499298 

321 

4.0e-30 

65 

100 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 6, CHLOROPLAST 
>gi_161927 9_emb_CAA67 670_ (X99278) ndhG [Arabidopsis 
thaliana] 

169117 

LIB3234-07 9-P1-K1-B8 

BLASTX 

g2129789 

472 

2.0e-47 

119 

80 

biotin carboxyl carrier protein precursor (clone BP4 ) - 
rape >gi_1070006_emb_CAA62264_ (X90730) Biotin carboxyl 

carrier protein [Brassica napus] >gi_1589043_prf 2210244D 

Ac-CoA carboxylase: ISOTYPE=bp4 [Brassica napus] 



Seq. No. 


169118 


Seq. ID 


LIB3234-07 9-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4581166 


BLAST score 


308 


E value 


3.0e-28 


Match length 


76 


% identity 


82 


NCBI Description 


(AC006220) hypothetical protein [Arabidopsis 


Seq. No. 


169119 


Seq. ID 


LIB3234-07 9-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g4159704 


BLAST score 


21 


E value 


5.4e-02 


Match length 


212 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MCB17 , complete sequence 


Seq. No. 


169120 


Seq. ID 


LIB3234-07 9-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3056579 


BLAST score 


196 


E value 


1.0e-106 



22953 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277 
58 

Arabidopsis thaliana BAC T1F9 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

169121 

LIB3234-07 9-P1-K1-C12 

BLASTN 

g3212846 

385 

0.0e+00 

401 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169122 

LIB3234-079-P1-K1-C3 

BLASTX 

g266693 

235 

7.0e-20 

93 
59 

OLEOSIN >gi_28287 5_pir S22538 oleosin - Arabidopsis 

thaliana >gi__16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



-079-P1-K1-C5 



core 



ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



169123 
LIB3234- 
BLASTX 
g!345973 
363 

1.0e-34 
90 
77 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

169124 

LIB3234-07 9-P1-K1-C6 

BLASTN 

g2264307 

313 

1.0e-176 

393 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24 , complete sequence [Arabidopsis thaliana] 



22954 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169125 

LIB3234-079-P1-K1-C8 

BLASTX 

g2499298 

321 

4.0e-30 

65 
100 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 6, CHLOROPLAST 
>gi_1619279_emb_CAA67 670_ (X99278) ndhG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169126 

LIB3234-079-P1-K1-D1 

BLASTX 

gl35858 

505 

2.0e-51 

124 
81 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi__16182_emb__CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 
[Arabidopsis thaliana] >gi_445128_prf_1908432A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169127 

LIB3234-079-P1-K1-D10 

BLASTN 

g2924257 

41 

1.0e-13 

124 
89 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169128 

LIB3234-07 9-P1-K1-D12 

BLASTX 

g2129642 

284 

7.0e-26 

48 
98 

major latex protein type 
>gi_1107495_emb_CAA63027_ 



3 - Arabidopsis thaliana 
(X91961) major latex protein 



type3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169129 

LIB3234-07 9-P1-K1-D2 

BLASTX 

g881615 

660 

2.0e-69 



22955 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
98 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

169130 

LIB3234-07 9-P1-K1-D3 

BLASTX 

gll69476 

613 

5.0e-64 

117 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VI TRONECT IN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 


169131 




Seq. ID 


LIB3234-079- 


P1-K1-D6 


Method 


BLASTX 




NCBI GI 


g2190016 




BLAST score 


312 




E value 


1.0e-28 




Match length 


128 




% identity 


45 




NCBI Description 


(AB004269) alliinase 


Seq. No. 


169132 




Seq. ID 


LIB3234-079- 


-P1-K1-D7 


Method 


BLASTN 




NCBI GI 


g3047060 




BLAST score 


62 




E value 


3.0e-26 




Match length 


66 




% identity 


98 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


169133 




Seq. ID 


LIB3234-079- 


-P1-K1-D9 


Method 


BLASTN 




NCBI GI 


g4678266 




BLAST score 


297 




E value 


1.0e-166 




Match length 


341 




% identity 


97 




NCBI Description 


Arabidopsis 


thaliana 



[Allium tuberosum] 



F15B8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(ESSA project) 
169134 

LIB3234-07 9-P1-K1-E1 

BLASTX 

g2369714 

336 

1.0e-31 

89 
76 



22956 



NCBI Description (Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169135 

LIB3234-07 9-P1-K1-E10 

BLASTX 

g2662343 

332 

5.0e-31 

85 
79 

(D63581) EF-1 alpha [Oryza sativa] 
169136 

LIB3234-07 9-P1-K1-E2 

BLASTX 

gll2681 

297 

3.0e-27 

72 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93^ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



169137 

LIB3234-07 9-P1-K1-E4 
BLASTX 
g3915961 
501 

7.0e-51 
128 
77 

HYPOTHETICAL 2 67 KD PROTEIN (ORF 2280) 

>gi 292427 4_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

169138 

LIB3234-07 9-P1-K1-E6 
BLASTN 
gl66569 
278 

1.0e-155 

369 
99 

NCBI Description Arabidopsis thaliana glycine rich protein (RAB18) gene, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



169139 

LIB3234-07 9-P1-K1-ES 

BLASTX 

g2129659 

328 

1.0e-30 

110 



22957 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

169140 

LIB3234-079-P1-K1-F1 

BLASTX 

gl486472 

225 

1.0e-18 

56 
79 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169141 

LIB3234-07 9-P1-K1-F2 

BLASTN 

g3046856 

273 

1.0e-152 

297 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169142 

LIB3234-079-P1-K1-F3 

BLASTN 

g2351072 

247 

1.0e-137 

263 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYC6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169143 

LIB3234-07 9-P1-K1-F4 

BLASTX 

g4510397 

691 

4.0e-73 

131 

99 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
169144 

LIB3234-079-P1-K1-F5 

BLASTN 

g4510392 

38 

3.0e-12 

129 
87 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



22958 



(I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169145 

LIB3234-07 9-P1-K1-F6 

BLASTX 

g3660469 

548 

2.0e-56 

111 

98 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

169146 

LIB3234-07 9-P1-K1-F7 

BLASTX 

g3096910 

529 

3.0e-54 
112 



(AJ005813) 
thaliana] 



neoxanthin cleavage enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169147 

LIB3234-079-P1-K1-F8 
BLASTX 
g529353 
270 

7.0e-24 

97 
48 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
169148 

LIB3234-07 9-P1-K1-G1 
BLASTX 
g!345973 
344 

2.0e-32 
66 
98 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi 471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj JBAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169149 

LIB3234-07 9-P1-K1-G10 

BLASTN 

g4510360 

343 



22959 



+ 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

355 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169150 

LIB3234-079-P1-K1-G11 

BLASTN 

g4510360 

201 

1.0e-109 

268 
94 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

169151 

LIB3234-07 9-P1-K1-G12 

BLASTX 

gll9350 

533 

1.0e-54 

104 
100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi__81 60 8_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi JL6271__emb_CAA41114__ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24 635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169152 

LIB3234-07 9-P1-K1-G3 

BLASTX 

g4204277 

643 

2.0e-67 

119 

100 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169153 

LIB3234-07 9-P1-K1-G4 

BLASTN 

g2924733 

35 

1.0e-10 

111 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



169154 

LIB3234-07 9-P1-K1-G5 



22960 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

..Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4115935 

398 

8.0e-39 

80 
97 

(AF118223) contains similarity to Helicobacter pylori 
peptide methionine sulfoxide reductase (msrA) (GB: AE000542 ) 
[Arabidopsis thaliana] 

169155 

LIB3234-079-P1-K1-G6 

BLASTX 

gl628583 

511 

3.0e-52 

98 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

169156 

LIB3234-07 9-P1-K1-G8 

BLAST N 

g3337347 

87 

2.0e-41 

114 
98 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169157 

LIB3234-079-P1-K1-G9 

BLASTX 

g2132930 

301 

2.0e-27 

131 

45 

probable membrane protein YOR262w - yeast (Saccharomyces 
cerevisiae) >gi_1420591__emb_CAA994 84_ (Z75170) ORF YOR262w 
[Saccharomyces cerevisiae] 



Seq. No. 169158 

Seq. ID LIB323 

Method BLASTX 

NCBI GI g28298 

BLAST score 123 

E value 2.0e-l 

Match length 75 

% identity 59 

NCBI Description (AC002 
gp_X60 



4-079-P1-K1-H11 
96 

3 



311) highly similar to auxin-regulated protein GH3, 
033_18591 [Arabidopsis thaliana] 



Seq. No. 



169159 



22961 



(I 



LIB3234-079-P1-K1-H2 
BLASTN 
g4756963 
349 

O.Oe+00 
379 

u 97 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 

(ESSA project) 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169160 

LIB3234-079-P1-K1-H3 

BLASTX 

g4406780 

678 

1.0e-71 

128 

99 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169161 

LIB3234-07 9-P1-K1-H4 

BLASTX 

g4567311 

246 

6.0e-21 

58 
76 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169162 

LIB3234-079-P1-K1-H5 

BLASTN 

g2264320 

236 

1.0e-130 

333 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169163 

LIB3234-07 9-P1-K1-H6 

BLASTX 

g4544445 

220 

6.0e-18 

102 

49 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



169164 

LIB3234-07 9-P1-K1-H7 

BLASTX 

g4582430 



22962 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



614 

3.0e-64 

118 
99 

(AC007196) nonsense-mediated mRNA decay protein 
[Arabidopsis thaliana] 

169165 

LIB3234-079-P1-K1-H8 

BLASTX 

gl076331 

225 

1.0e-18 

44 
100 

histidine transport protein - Arabidopsis thaliana 

>gi 510238_emb_CAA54 634_ (X77503) oligopeptide transporter 

l-l~[Arabidopsis thaliana] >gi_744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 

169166 

LIB3234-080-P1-K1-A10 

BLASTN 

g4220628 

132 

5.0e-68 

337 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24C1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169167 

LIB3234-080-P1-K1-A11 

BLASTN 

g3445196 

176 

3.0e-94 

280 
99 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169168 

LIB3234-080-P1-K1-A12 

BLASTX 

g4038040 

301 

2.0e-27 

77 

79 

(AC005936) proteinase inhibitor II [Arabidopsis thaliana] 
169169 

LIB3234-080-P1-K1-A3 

BLASTX 

gl345973 

206 



22963 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

S-eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

63 
67 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi 541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi 471091_dbj_BAA04505__ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

169170 

LIB3234-080-P1-K1-A5 

BLASTX 

g!350965 

532 

2.0e-54 

103 

98 

40S RIBOSOMAL PROTEIN S23 (S12) 
169171 

LIB3234-080-P1-K1-A6 

BLASTX 

gl345973 

380 

1.0e-36 

92 

77 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi__408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj__BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514__ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

169172 

LIB3234-080-P1-K1-A8 

BLASTX 

gl345973 

417 

5.0e-41 

94 

81 

OMEGA-3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi 471091__dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi 3420053 (AC004680) omega-3 fatty acid 



22964 



desaturase [Arabidopsis thalianal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169173 

LIB3234-080-P1-K1-A9 

BLAST N 

g2564047 

109 

3.0e-54 

343 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJB21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169174 

LIB3234-08 0-P1-K1-B1 

BLASTN 

g2564047 

75 

5.0e-34 

276 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJB21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169175 

LIB3234-080-P1-K1-B10 

BLASTN 

g3292807 

309 

1.0e-173 

338 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169176 

LIB3234-080-P1-K1-B11 

BLASTX 

g4204299 

564 

3.0e-58 

110 
100 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169177 

LIB3234-080-P1-K1-B12 

BLASTX 

g3540196 

582 

2.0e-60 

115 

100 

(AC004260) Putative amp-binding protein [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169178 

LIB3234-080-P1-K1-B2 

BLASTX 

g!20667 

410 

3.0e-40 

103 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622__pir JQ12 87 glyceraldehyde-3~phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



169179 

LIB3234-080-P1-K1-B3 
BLASTN 
g3445196 
187 

1.0e-101 
291 
99 

NCBI Description Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169180 

LIB3234-080-P1-K1-B5 

BLASTX 

g4539343 

45 

2.0e-14 

96 

50 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169181 

LIB3234-080-P1-K1-B7 

BLASTN 

g2564047 

70 

2.0e-31 

128 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJB21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169182 

LIB3234-080-P1-K1-B8 

BLASTN 

g4490291 

275 

1.0e-153 

291 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 



22966 



(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169183 

LIB3234-080-P1-K1-B9 

BLAST N 

g3445196 

37 

2.0e-ll 

57 
91 

Arabidopsis thaliana chromosome II BAC T2 0K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] . 



169184 

LIB3234-080-P1-K1-C10 

BLASTN 

g4741961 

332 

0.0e+00 

360 

99 

Arabidopsis thaliana PsbS protein (PsbS) 



mRNA, complete cds 



169185 

LIB3234-080-P1-K1-C2 

BLASTX 

gl37580 

188 

3.0e-14 

118 

34 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

169186 

LIB3234-080-P1-K1-C3 

BLASTN 

gl871173 

366 

0.0e+00 

374 

99 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

169187 

LIB3234-080-P1-K1-C4 

BLASTN 

g4572664 

226 

1.0e-124 

358 
99 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 



22967 



• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169188 

LIB3234-080-P1-K1-C5 

BLASTN 

g4572664 

172 

6.0e-92 

310 

96 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169189 

LIB3234-080-P1-K1-C6 

BLASTX 

g2052379 

673 

5.0e-71 

126 
100 

(U66343) calreticulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



169190 

LIB3234-080-P1-K1-C7 

BLASTX 

gl28838 

485 

4.0e-49 

117 
75 

NADH-PLASTOQUINONE OXIDOREDUCTASE 4 9 KD SUBUNIT, 

CHLOROPLAST (ORF 393) >gi_82215_pir A05216 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 393 - common 
tobacco chloroplast >gi_1223674_emb_CAA77 398_ (Z00044) NADH 
dehydrogenase 4 9kD subunit [Nicotiana tabacum] 
>gi_225262_prf 1211235CX ORF 393 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169191 

LIB3234-080-P1-K1-C9 

BLASTX 

g3395434 

420 

2.0e-41 
117 
77 

(AC004683) 
>gi_742248 



peroxidase [Arabidopsis thaliana] 
prf 2009327B peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169192 

LIB3234-080-P1-K1-D10 

BLASTN 

g2961370 

81 

1.0e-37 

101 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F23E13 



22968 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169193 

LIB3234-080-P1-K1-D11 

BLASTN 

g2924257 

54 

2.0e-21 
196 

93 

Tobacco chloroplast genome DNA 
169194 

LIB3234-08 0-P1-K1-D2 

BLASTX 

g2769642 

532 

2.0e-54 

125 

78 

(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 

169195 

LIB3234-080-P1-K1-D5 

BLASTN 

g4512656 

380 

0.0e+00 

380 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169196 

LIB3234-080-P1-K1-D6 

BLASTX 

g4589972 

503 

3.0e-51 

95 
100 

(AC007195) putative indole-3 acetic acid induced protein 
(ARG7) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



169197 

LIB3234-080-P1-K1-D8 

BLASTX 

g3150407 

441 

7.0e-44 

83 
99 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
169198 

LIB3234-080-P1-K1-E1 



22969 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl944518 

172 

3.0e-12 

35 
100 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169199 

LIB3234-080-P1-K1-E12 

BLASTN 

g2827513 

191 

1.0e-103 

294 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

169200 

LIB3234-080-P1-K1-E2 

BLASTN 

g3047100 

158 

9.0e-84 

245 
91 

Arabidopsis thaliana BAC F6N23 
169201 

LIB3234-080-P1-K1-E6 

BLASTX 

gll07501 

415 

8.0e-41 
117 

72 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb__AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169202 

LIB3234-080-P1-K1-E7 

BLASTX 

g2160151 

466 

8.0e-47 

106 
87 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260). [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



169203 

LIB3234-080-P1-K1-F1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3924604 
475 

5.0e-48 

98 
32 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 

169204 

LIB3234-080-P1-K1-F10 
BLASTX 
g266693 
210 

9.0e-17 
111 
50 

OLEOSIN >gi_282875_pir S22538 oleosin - 

thaliana >gi_16405_emb_CAA44225_ (X62353 
[Arabidopsis thaliana] >gi_4455257_emb__CAB367 56 • 1 
(AL035523) oleosin, 18-5K [Arabidopsis thaliana] 



Arabidopsis 
oleosin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169205 

LIB3234-080-P1-K1-F11 

BLASTX 

gl31336 

339 

6.0e-32 

73 
93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_727 15_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >giJL1857_emb_CAA77 374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq. No. 


169206 


Seq. ID 


LIB3234-080- 


Method 


BLASTX 


NCBI GI 


g4586107 


BLAST score 


389 


E value 


9.0e-38 


Match length 


123 


% identity 


12 


NCBI Description 


(AL049638) ] 




thaliana] 


Seq. No. 


169207 


Seq. ID 


LIB3234-080 


Method 


BLASTN 


NCBI GI 


g4159708 


BLAST score 


351 


E value 


0.0e+00 


Match length 


367 


% identity 


93 


NCBI Description 


Arabidopsis 



putative disease resistance protein [Arabidopsis 



22971 



MKP6, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



169208 

LIB3234-080-P1-K1-F4 

BLASTN 

g4678196 

289 

1.0e-161 

378 
98 

Arabidopsis thaliana chromosome II BAC F7H1 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169209 

LIB3234-080-P1-K1-F6 

BLASTN 

g2924651 

378 

0.0e+00 

378 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169210 


Seq. ID 


LIB3234-080-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3540201 


BLAST score 


538 


E value 


3.0e-55 


Match length 


108 


% identity 


100 


NCBI Description 


(AC004260) Putative nucL 


Seq. No. 


169211 


Seq. ID 


LIB3234-080-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl709129 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


55 


% identity 


65 


NCBI Description 


GLYCOGEN SYNTHASE KINASE 



>gi_4 81018_pir S37642 protein kinase MSK-3 (EC 2.7.1.-) 

alfalfa >gi_313148_emb_CAA4 84 72_ (X68409) protein kinase 
[Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169212 

LIB3234-080-P1-K1-F9 

BLASTN 

g3892217 

117 

4.0e-59 

217 

99 

Arabidopsis thaliana ATP-dependent protease proteolytic 
subunit (clpP) gene, promoter region and partial cds 



22972 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169213 

LIB3234-080-P1-K1-G10 

BLASTN 

g4455339 

305 

1.0e-171 

373 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169214 

LIB3234-080-P1-K1-G11 

BLASTN 

g4220645 

58 

1.0e-24 

74 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169215 

LIB3234-080-P1-K1-G2' 

BLASTN 

g4757399 

203 

1.0e-110 

203 
51 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MEE13, complete sequence 



clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169216 

LIB3234-080-P1-K1-G3 

BLASTX 

g4008544 

167 

1.0e-ll 

104 
37 

(AL0344 92) putative nucleotide-sugar dehydratase 
[Streptomyces coelicolor] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169217 

LIB3234-080-P1-K1-G4 

BLASTX 

g3096920 

588 

4.0e-61 

114 
100 

(AL023094) 
thaliana] 



putative ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 



169218 



22973 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3234-080-P1-K1-G5 

BLASTX 

g3063706 

621 

6.0e-65 

126 
87 

(AL022537) putative protein [Arabidopsis thaliana] 
169219 

LIB3234-080-P1-K1-G6 

BLASTN 

gl297184 

378 

0.0e+00 

378 

100 

Arabidopsis thaliana chromosome I cosmid g8261 DNA 
(cytosine-5-) methyltransf erase, zinc finger protein 1, 
nucleoporin 98, poly A+ RNA export protein, plasma membrane 
ATPase 2, and serine/threonine protein kinase genes, co 

169220 

LIB3234-080-P1-K1-H1 

BLASTN 

g4585952 

236 

1.0e-130 

369 
95 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

169221 

LIB3234-080-P1-K1-H10 

BLASTX 

g2832625 

215 

2.0e-17 

60 
63 

(AL021711) putative protein [Arabidopsis thaliana] 
169222 

LIB3234-080-P1-K1-H11 

BLASTX 

g2982437 

367 

3.0e-35 

120 
66 

(AL022224) terpene cyclase like protein [Arabidopsis 
thaliana] 

169223 

LIB32 34-08 0-P1-K1-H12 
BLASTN 



22974 



NCBI GI 


g4006885 


BLAST score 


322 


E value 


0.0e+00 


Match length 


346 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 cont 




fragment No 


Seq. No. 


169224 


Seq. ID 


LIB3234-080-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl86401 / 


BLAST score 


548 


E value 


2.0e-56 


Match length 


104 


% identity 


100 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana tabacum] 


Seq. No. 


169225 


Seq. ID 


LIB3234-080-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3242717 


BLAST score 


630 


E value 


5.0e-66 


Match length 


125 


% identity 


100 


NCBI Description 


(AC00304 0) putative APG protein [Arabidopsis thaliana] 


Seq. No. 


169226 


Seq. ID 


LIB3234-080-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


gl6231 


BLAST score 


92 


E value 


8 . 0e-45 


Match length 


104 


% identity 


97 


NCBI Description 


Arabidopsis CRA1 gene for 12S seed storage protein 




>gi 166675_gb_M37247__ATHCRAlAA A. thaliana 12S storage 




protein CRA1 gene, exons 1-4 


Seq. No. 


169227 


Seq. ID 


LIB3234-080-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2317731 


BLAST score 


652 


E value 


1.0e-68 


Match length 


120 


% identity 


100 


NCBI Description 


(AF013628) reversibly glycosylated polypeptide-2 




[Arabidopsis thaliana] 


Seq. No. 


169228 


Seq. ID 


LIB32 34-08 0-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2317731 


BLAST score 


637 


E value 


7.0e-67 



22975 



Match length 

% identity 

NCBI Description 



119 
97 

(AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169229 

LIB3234-080-P1-K1-H9 

BLASTX 

g!31276 

578 

6.0e-60 

122 

91 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_1185 6_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 

169230 

LIB3234-081-Q1-K1-A10 

BLASTN 

g3928074 

211 

1.0e-115 

301 

97 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169231 

LIB3234-081-Q1-K1-A11 

BLASTN 

g4757414 

356 

0.0e+00 

368 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169232 

LIB32 34-08 1-Q1-K1-A2 

BLASTN 

g2244788 

203 

1.0e-110 

368 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



169233 

LIB3234-081-Q1-K1-A3 

BLASTN 

g4757414 



22976 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

0.0e+00 

372 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169234 

LIB3234-081-Q1-K1-A4 

BLASTN 

g2980787 

71 

8,0e-32 

174 

52 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

169235 

LIB3234-081-Q1-K1-A6 

BLASTX 

gl628583 

556 

2.0e-57 

120 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169236 

LIB3234-081-Q1-K1-A8 

BLASTN 

g3449320 

341 

0.0e+00 

365 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17 f complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169237 

LIB3234-081-Q1-K1-A9 

BLASTX 

gl531762 

179 

4.0e-13 

48 
73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169238 

LIB3234-081-Q1-K1-B11 

BLASTN 

g4519195 

333 



22977 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



0.0e+00 

370 

97 

Arabidopsis thaliana genomic 
MQC12, complete sequence 



DNA, chromosome 3, PI clone: 



169239 

LIB3234-081-Q1-K1-B12 

BLASTN 

g4519195 

105 

6.0e-52 

225 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

169240 

LIB3234-081-Q1-K1-B5 

BLASTX 

g4539004 

182 

2.0e-13 

92 
53 

(AL049481) putative protein kinase [Arabidopsis thaliana] 
169241 

LIB3234-081-Q1-K1-B6 

BLASTX 

g3157930 

655 

6.0e-69 

123 
99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

169242 

LIB3234-081-Q1-K1-B9 

BLASTX 

g4056489 

480 

2.0e-48 

119 

75 

(AC005896) putative white protein [Arabidopsis thaliana] 
169243 

LIB3234-081-Q1-K1-C1 

BLASTN 

g3176694 

35 

2.0e-10 

67 



22978 



® 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169244 

LIB3234-081-Q1-K1-C11 

BLASTN 

g4512656 

131 

2.0e-67 

307 

83 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

169245 

LIB3234-081-Q1-K1-C2 

BLASTN 

g3413696 

369 

0. 0e+00 

373 

100 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169246 

LIB3234-081-Q1-K1-C3 

BLASTN 

g3510343 

147 

5.0e-77 

373 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20 , complete sequence [Arabidopsis thaliana] 

169247 

LIB3234-081-Q1-K1-C5 

BLASTX 

gl628583 

631 

4.0e-66 

122 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

169248 

LIB3234-081-Q1-K1-C6 

BLASTX 

g3878102 

343 

2.0e-32 

123 

52 



22979 



# 



NCBI Description 



(AL021346) predicted using Genefinder; cDNA EST EMBL:D2805£ 
comes from this gene; cDNA EST EMBL:D67579 comes from this 
gene; cDNA EST yk275bl.5 comes from this gene; cDNA EST 
yk208b!2.5 comes from this gene; cDNA EST yk395f4.5 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169249 

LIB3234-081-Q1-K1-C7 

BLASTN 

g3176694 

349 

0.0e+00 

360 

99 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169250 

LIB3234-081-Q1-K1-C8 

BLASTN 

g3413696 

104 

2.0e-51 

299 
87 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169251 

LIB3234-081-Q1-K1-D10 

BLASTX 

g2738248 

618 

1.0e-64 

123 

99 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

169252 

LIB3234-081-Q1-K1-D11 

BLASTX 

gll69544 

583 

2.0e-60 

123 
97 

ERD1 PROTEIN PRECURSOR >gi_54 185 9_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_4 97 62 9_dbj_BAA04506__ (D17582) 
ERD1 protein [Arabidopsis thaliana] 

169253 

LIB3234-081-Q1-K1-D12 

BLASTX 

gl345973 

406 

9.0e-40 
93 



22980 



® 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_db j_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

169254 

LIB3234-081-Q1-K1-D4 

BLASTX 

g2194128 

88 

8.0e-60 

118 
98 

(AC002062) Strong similarity to Arabidopsis receptor-like 
kinase ( gb ATLECGENE ) and F20P5.15. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169255 

LIB3234-081-Q1-K1-D5 

BLASTX 

g3451077 

152 

5.0e-10 

84 

40 

(AL031326) cysteine proteinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



169256 

LIB3234-081-Q1-K1-D6 

BLAST N 

g4199934 

272 

1.0e-151 

353 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169257 

LIB3234-081-Q1-K1-D7 

BLASTN 

g4406752 

92 

3.0e-44 

145 
76 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169258 

LIB3234-081-Q1-K1-D8 



22981 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



BLASTN 

g4589427 

322 

0.0e+00 

361 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFG13, complete sequence 

169259 

LIB3234-081-Q1-K1-D9 

BLASTX 

g3128168 

362 

1.0e-34 

119 

58 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

169260 

LIB3234-081-Q1-K1-E1 

BLASTX 

g3402487 

616 

2.0e-64 

123 

99 

(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 
thaliana] 

169261 

LIB3234-081-Q1-K1-E11 

BLASTX 

g2499327 

282 

3.0e-25 

102 

58 

NADH-UBIQUINONE OXIDOREDUCTASE 2 0 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

169262 

LIB3234-081-Q1-K1-E3 

BLASTX 

g3036816 

255 

5.0e-22 

115 

49 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
169263 

LIB3234-081-Q1-K1-E4 



22982 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2213615 

419 

3.0e-41 

121 
59 

(AC000103) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



F21J9.9 [Arabidopsis thaliana] 



169264 

LIB3234-081-Q1-K1-E7 

BLASTX 

g399091 

457 

5.0e-46 

93 

97 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H-h-phosphatase [Arabidopsis thaliana] 

169265 

LIB3234-081-Q1-K1-E8 

BLASTX 

g543751 

179 

4.0e-13 

35 
94 

1-AMIN0CYCL0PR0PANE-1-CARB0XYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE-FORMING ENZYME) (EFE) >gi_54 18 61_pir JT0755 

ethylene-forming enzyme - Arabidopsis thaliana 
>gi_16254_emb_CAA47251__ (X66719) ethylene-forming enzyme 
[Arabidopsis thaliana] 

169266 

LIB3234-081-Q1-K1-E9 

BLASTN 

g4027862 

144 

3.0e-75 

284 
88 

Arabidopsis thaliana chromosome 1 BAC T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

169267 

LIB3234-081-Q1-K1-F10 

BLASTN 

g3075383 

163 

1.0e-86 

372 
95 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 



22983 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169268 

LIB3234-081-Q1-K1-F11 

BLASTN 

g4426938 

60 

4.0e-25 

108 

93 

Arabidopsis thaliana senescence-associated protein (SAG29) 
mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169269 

LIB3234-081-Q1-K1-F12 

BLASTN 

g3004543 

225 

1.0e-123 

348 

99 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169270 

LIB3234-081-Q1-K1-F2 

BLASTN 

g4757400 

344 

0.0e+00 

356 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MFJ20, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169271 

LIB3234-081-Q1-K1-F3 

BLASTX 

g2160189 

615 

3,0e-64 

123 
15 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS04 75, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169272 

LIB3234-081-Q1-K1-F4 

BLASTN 

gl2218 

211 

1.0e-115 

243 
97 

Sinapis alba chloroplast trnG gene for transfer RNA-Gly 



22984 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169273 

LIB3234-081-Q1-K1-F6 

BLASTN 

g3047074 

297 

1.0e-166 

352 
99 

Arabidopsis thaliana BAC F21E10 



169274 

LIB3234-081-Q1-K1-F8 

BLASTX 

g2160189 

332 

4.0e-31 

122 
7 

(AC000132) Similar to A. 
kinase ( gb_RLK5_ARATH ) . 



thaliana receptor-like protein 
ESTs gb_ATTS0475, gb__ATTS4362 come 



thaliana receptor-like protein 
ESTs gb_ATTS0475, gb_ATTS4362 come 



Seq. No. 
Seq. ID 



from this gene. [Arabidopsis thaliana] 
169275 

LIB3234-081-Q1-K1-F9 
BLASTX 
g2160189 
230 

4.0e-19 
129 
24 

(AC000132) Similar to A. 
kinase (gb_RLK5_ARATH) . 
from this gene. [Arabidopsis thaliana] 

169276 

LIB3234-081-Q1-K1-G2 

BLASTN 

g4199934 

323 

0.0e+00 

371 

97 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169277 

LIB3234-081-Q1-K1-G4 

BLASTX 

g4581166 

293 

2.0e-26 

73 
81 

(AC006220) hypothetical protein [Arabidopsis thaliana] 
169278 

LIB3234-081-Q1-K1-G7 



22985 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3299824 

157 

6.0e-83 

374 
88 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169279 

LIB32 34-08 1-Q1-K1-G9 

BLASTX 

g3805845 

389 

5.0e-38 

93 

85 

(AL031986) putative protein [Arabidopsis thaliana] 
169280 

LIB3234-081-Q1-K1-H1 

BLASTX 

g2335106 

151 

7.0e-10 

122 
6 

(AC002339) salt inducible protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169281 

LIB3234-081-Q1-K1-H10 

BLASTN 

g4519193 

328 

0.0e+00 

371 

63 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

169282 

LIB3234-081-Q1-K1-H12 

BLASTN 

g2760167 

60 

7.0e-26 

64 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

169283 

LIB3234-081-Q1-K1-H4 

BLASTX 

gl35406 

671 



22986 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-71 

125 
98 

TUBULIN ALPHA- 3 /ALP HA- 5 CHAIN >gi_99768_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

169284 

LIB3234-081-Q1-K1-H6 

BLASTN 

g2760167 

98 

8.0e-48 

295 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169285 

LIB3234-081-Q1-K1-H7 

BLASTN 

g3046850 

89 

2.0e-42 

291 
81 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24G6, complete sequence [Arabidopsis thaliana] 

169286 

LIB3234-081-Q1-K1-H9 

BLASTX 

g2961390 

674 

3.0e-71 

123 
99 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169287 

LIB3234-082-Q1-K1-A1 

BLASTX 

gll5767 

562 

4 .Oe-58 

108 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_8 1 603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



22987 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169288 

LIB3234-082-Q1-K1-A10 

BLASTX 

g4586249 

341 

4 .Oe-32 

95 
66 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169289 

LIB3234-082-Q1-K1-A11 

BLASTN 

g2244991 

359 

0.0e+00 

359 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169290 

LIB3234-082-Q1-K1-A12 

BLASTX 

gl0?6416 

390 

6.0e-38 

104 
80 

sulfite reductase (ferredoxin) (EC 1.8.7.1) precursor - 

Arabidopsis thaliana >gi_212 97 4 5_pir S71437 sulfite 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804 953__emb_CAA8 9154_ (Z4 9217) sulfite 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169291 

LIB3234-082-Q1-K1-A2 

BLASTN 

g2760167 

222 

1.0e-121 

335 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

169292 

LIB3234-082-Q1-K1-A3 

BLASTN 

g4006885 

320 

1.0e-180 

376 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



22988 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169293 

LIB3234-082-Q1-K1-A5 

BLASTX 

g2832674 

614 

4.0e-64 

123 
100 

(AL021712) 
thaliana] 



fibrillin precursor-like protein [Arabidopsis 



169294 

LIB3234-082-Q1-K1-A6 

BLASTX 

g3421102 

530 

3.0e-54 
113 
89 

(AF043530) 
thaliana] 



20S proteasome beta subunit PBB1 [Arabidopsis 



169295 

LIB3234-082-Q1-K1-B1 

BLASTN 

g2749918 

138 

1.0e-71 

273 
88 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169296 

LIB3234-082-Q1-K1-B2 

BLASTN 

g2213606 

140 

8.0e-73 

288 

98 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



169297 

LIB3234-082-Q1-K1-B3 
BLASTN 
g3738313 
346 

0.0e+00 
361 
99 

NCBI Description Arabidopsis thaliana chromosome II BAC T29E15 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
& identity 



Seq. No. 



169298 



22989 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-082-Q1-K1-B4 

BLASTN 

g495322 

83 

6.0e-39, 

135 

91 

Alnus incana chloroplast 16S rRNA gene, complete sequence 
169299 

LIB3234-082-Q1-K1-B5 

BLASTN 

g4589428 

187 

1.0e-101 

311 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169300 

LIB3234-082-Q1-K1-B7 

BLAST X 

g3805845 

650 

2.0e-68 

124 

100 

(AL031986) putative protein [Arabidopsis thaliana] 



169301 

LIB3234-082-Q1-K1-B9 
BLASTN 
g4662628 
233 

1.0e-128 

368 

.^^^ 92 

NCBI^Description Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169302 

LIB3234-082-Q1-K1-C1 
BLASTN 
g3046853 
327 

0.0e+00 
334 
99 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169303 

LIB3234-082-Q1-K1-C11 

BLASTX 

gll70034 

348 



22990 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-33 

72 

99 

GLUTAMATE— CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598_pir S60128 glutamate — cysteine ligase (EC 

6.372.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_4 8 8 615_emb_CAA82 62 6_ { Z2 94 90 ) gamma-glut amylcys teine 
synthetase [Arabidopsis thaliana] 

169304 

LIB3234-082-Q1-K1-C12 

BLASTN 

gl935913 

232 

1.0e-127 

274 

97 

Arabidopsis thaliana lethal leaf-spot 1 homolog (Llsl) 
mRNA, partial cds 

169305 

LIB3234-082-Q1-K1-C2 

BLASTX 

g2160146 

165 

2.0e-ll 

34 

91 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

169306 

LIB3234-082-Q1-K1-C3 

BLASTX 

g2829918 

520 

3.0e-53 

101 

99 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

169307 

LIB3234-082-Q1-K1-C4 

BLASTX 

g!172873 

543 

9.0e-56 

110 
98 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



22991 



Seq. No. 


169308 




Seq. ID 


LIB3234-0 


32-C 


Method 


BLASTX 




NCBI GI 


g4558665 




BLAST score 


233 




F. V3 1 hp 

J_J V CI J— L-l 


2.0e-19 




Mat rh 1 pnnth 


115 




% i c3pti t itv 

o -i— vJ. x j. -L. w y 


43 




IN O J-J J- U w O \~r 1 1- Ks U J.V11 


(AC007063 


) pi 

/ XT 


Seq. No. 


169309 




Seq. ID 


LIB3234-0 


82-C 


Method 


BLASTN 




NCBI GI 


g4469119 




BLAST score 


116 




F V3 1 up 


5.0e-59 




M^'hr'bi 1 pnath 


124 




% i cipnt itv 


98 




NPRT np^rrintion 


Arabidopsis 1 


Spa No. 


169310 




Seq. ID 


LIB3234-082-< 


Method 


BLASTX 




NCBI GI 


g2505876 




RT.AST score 


219 




F v;^ 1 n P 


8.0e-18 




T\ZT a +■ r -1 In 1 omrT'hln 


47 




%. \ Hpri t* "i t" v 

O J- UCl 1 1 LUJf 


83 




KTPRT Dp ^ c t "i nt* 1 on 


(Y12776) 


MYB 


Sea No. 


169311 






LIB3234-082- 


Method 


BLASTN 




NCBI GI 


g3766106 




BLAST score 


307 




E value 


1.0e-172 




Match length 


335 




% identity 


97 




NCBI Description 


Arabidopsis 



.liana chromosome 1 BAC F9K20 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169312 

LIB3234-082-Q1-K1-D3 

BLASTX 

gl586940 

267 

2.0e-23 

92 

54 

Ser/Thr kinase [Lycopersicon esculentum] 
169313 

LIB3234-082-Q1-K1-D4 

BLASTX 

gl345973 

698 

5.0e-74 



22992 



® 



Match length 

% identity 

NCBI Description 



125 
100 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi 471091_dbj_BAA04505_ (D1757 9) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169314 

LIB3234-082-Q1-K1-D5 

BLASTX 

g2244797 

295 

1.0e-26 

105 
57 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169315 

LIB3234-082-Q1-K1-D7 

BLASTN 

g3659491 

193 

1.0e-104 

361 
100 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169316 

LIB3234-082-Q1-K1-D8 

BLASTX 

g2511725 

643 

1.0e-67 

124 
99 

(AF021937) catalase 1 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169317 

LIB3234-082-Q1-K1-E1 

BLASTN 

g4159703 

348 

0.0e+00 

372 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 



Seq. No. 
Seq. ID 
Method 



169318 

LIB3234-082-Q1-K1-E11 
BLASTX 



22993 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl526424 
376 

3.0e-36 

75 

100 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



169319 

LIB3234-082- 

BLASTX 



■Q1-K1-E12 



NCBI GI 


gl946331 


BLAST score 


613 


Hi V CLJ- Lit; 


5 . 0e-64 




124 




98 


NPRT np<?rri nt ion 


(U69155) prohibit in 




(U66593) prohibitin 




169320 


Qorr TTl 


LIB3234-082-O1-K1-E2 


Mp1~bi or] 


BLAST X 


NCBI GI 


g4490733 


BLAST score 


334 


E value 


3.0e-31 


Match length 


69 


% identity 


100 


NCBI Description 


(AL035709) putative 


Seq. No. 


169321 


Seq. ID 


LIB3234-082-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g544242 


BLAST score 


350 


E value 


3.0e-33 


Match length 


111 


% identity 


69 


NCBI Description 


ENDOPLASMIN HOMOLOG 



3 [Arabidopsis thaliana] 



>gi_485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA4 814 3_ (X67 960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169322 

LIB3234-082-Q1-K1-E9 

BLASTN 

g4006885 

315 

1.0e-177 

355 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169323 

LIB3234-082-Q1-K1-F10 

BLASTX 

gl946331 

281 



22994 



E value 
Match length 
% identity 
NCBI Description 



2.0e-25 

87 

67 

(U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
(U66593) prohibitin 3 [Arabidopsis thaliana] 



Sea No. 


169324 


Seq. ID 


LIB3234-082-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


447 


E value 


1.0e-44 


Match lenath 


114 


9- -iHf^n'h'i'hi/ 
o xvj.cn i — l _y 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Sea No 


169325 


o c • j-u 


LIB3234-082-Q1-K1-F2 




BLASTX 


L\ \s LJ JL VD j- 


g2129642 


£5±jrTuO X □ L-Ul C 


568 


£j vai uc 


8 . Oe-59 


Match length 


107 


% identity 


96 


NCBI Description 


major latex protein type 3 




>gi_1107 4 95_emb_CAA63027__ 




type3 [Arabidopsis ,thalian c 


Seq. No. 


169326 


Seq. ID 


LIB3234-082-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4757405 


BLAST score 


137 


E value 


5.0e-71 


Match length 


358 



- Arabidopsis thaliana 
(X91961) major latex protein 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOJ10, complete sequence 

169327 

LIB3234-082-Q1-K1-F7 

BLASTN 

g3402745 

225 

1.0e-123 

371 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



169328 

LIB3234-082-Q1-K1-F9 

BLASTX 

g4191777 

642 

2.0e-67 

122 



22995 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(AC005917) putative casein kinase I [Arabidopsis thaliana] 
169329 

LIB3234-082-Q1-K1-G10 

BLASTN 

g3985958 

67 

3.0e-29 
243 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169330 

LIB3234-082-Q1-K1-G11 

BLASTX 

g4455338 

320 

1.0e-29 

113 
53 

(AL035525) putative protein [Arabidopsis thaliana] 
169331 

LIB3234-082-Q1-K1-G12 

BLASTX 

g2832620 

467 

6.0e-47 

121 
70 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
169332 

LIB3234-082-Q1-K1-G3 

BLASTX 

g2499872 

176 

9.0e-13 

83 
45 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 

AMINOPEPTIDASE) >gi_2137836_pir 148855 

tripeptidyl-peptidase II (EC 3.4.14.10) - mouse 
>gi_575955_emb_CAA57103_ (X81323) tripeptidyl-peptidase ii 
[Mus mus cuius] 

169333 

LIB3234-082-Q1-K1-G5 

BLASTX 

gll8926 

263 

6.0e-23 

102 

53 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 



22996 



>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169334 

LIB3234-082-Q1-K1-G6 

BLASTX 

g3128180 

488 

2.0e-49 

118 

85 

(AC004521) citrate synthetase [Arabidopsis thaliana] 
169335 

LIB3234-082-Q1-K1-G7 

BLASTN 

g2656025 

71 

1.0e-31 

98 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCD7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169336 

LIB3234-082-Q1-K1-G9 

BLASTX 

g2842490 

290 

4.0e-26 

74 

74 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
169337 

LIB3234-082-Q1-K1-H1 

BLASTX 

gll70939 

514 

2.0e-52 

104 
94 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084 4 08_pir S46540 methionine adenosyltransf erase (EC 

2.571.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

169338 

LIB3234-082-Q1-K1-H8 

BLASTX 

gll69601 

394 



22997 



E value 
Match length 
% identity 
NCBI Description 



2.0e-38 

93 
85 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi_4 93068 (U09503) chloroplast omega-6 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 


169339 


Seq. ID 


LIB3234-083-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2262113 


BLAST score 


373 


E value 


6.0e-36 


Match length 


80 


% identity 


85 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


169340 


Seq. ID 


LIB3234-083-Q1-K1-A10 


Mpfhod 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


587 


F* va 1 up 

Hi v -L- ^H* 


5 . Oe-61 


Match length 


123 


% identity 


94 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max] 


Seq. No. 


169341 


Seq. ID 


LIB3234-083-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


522 


E value 


2.0e-53 


Match length 


123 


% identity 


84 


NCBI Description 


(AC006532) putative multispanning membrane protei 




[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169342 

LIB3234-083-Q1-K1-A12 

BLASTN 

g2853071 

324 

0. 0e+00 

328 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24J7 
(ESSA project) 



Seq. No. 169343 

Seq. ID LIB3234-083-Q1-K1-A3 

Method BLASTN 

NCBI GI g4662628 

BLAST score 158 

E value 1.0e-83 

Match length 382 

% identity 88 



22998 



NCBI Description Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169344 

LIB3234-083-Q1-K1-A5 

BLASTN 

g4314374 

32 

2.0e-08 

497 

15 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169345 

LIB3234-083-Q1-K1-A6 

BLASTX 

g3193293 

583 

2.0e-60 

122 

98 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB : AC000375) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169346 

LIB3234-083-Q1-K1-A8 

BLASTX 

g404688 

213 

4.0e-17 

57 
61 

(L19074; 



cytochrome P450 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169347 

LIB3234-083-Q1-K1-B1 

BLASTX 

g3355477 

395 

7.0e-39 

77 

59 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169348 

LIB3234-083-Q1-K1-B10 

BLASTX 

g4204298 

599 

2.0e-62 

119 

97 

(AC003027) lcl_prt__seq 
[Arabidopsis thaliana] 



No definition line found 



22999 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169349 

LIB3234-083-Q1-K1-B11 

BLASTX 

g2088651 

233 

2.0e-19 

100 
52 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169350 

LIB3234-083-Q1-K1-B5 

BLASTN 

g2454181 

343 

0.0e+00 

377 

97 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit mRNA, nuclear gene encoding plastid protein, 
complete cds 

169351 

LIB3234-083-Q1-K1-B7 

BLASTN 

g4220636 

122 

3.0e-62 

174 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFB16, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169352 

LIB3234-083-Q1-K1-B9 

BLASTN 

g3449327 

216 

1.0e-118 

236 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169353 

LIB3234-083-Q1-K1-C1 

BLASTX 

g2129773 

512 

4.0e-52 

96 

100 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 



23000 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
169354 

LIB3234-083-Q1-K1-C10 

BLASTX 

g4191794 

393 

3.0e-38 
71 
99 

(AC005917) 
thaliana] 



putative zinc finger-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169355 

LIB3234-083-Q1-K1-C11 

BLASTX 

g2505876 

201 

9.0e-16 

44 

82 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
169356 

LIB3234-083-Q1-K1-C12 

BLASTX 

g2583125 

424 

7.0e-42 

98 

81 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169357 

LIB3234-083-Q1-K1-C2 

BLASTX 

g3660471 

572 

3.0e-59 

125 

86 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

169358 

LIB3234-083-Q1-K1-C5 

BLASTX 

gll4193 

620 

7.0e-65 

125 

95 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 1 PRECURSOR 
( PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 1) (DAHP 
SYNTHETASE 1) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE 
SYNTHASE 1) >gi_170225 (M64261) 



23001 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3-deoxy-D-arabino-heptulosonate 7-phosphate synthase 
[Nicotiana tabacum] >gi_228697__prf_1808327A 
deoxyheptulosonate phosphate synthase [Nicotiana tabacum] 

169359 

LIB3234-083-Q1-K1-C6 

BLASTN 

g4678266 

150 

3.0e-79 

150 

74 

Arabidopsis thaliana DNA chromosome 3, BAC clone F15B8 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169360 

LIB3234-083-Q1-K1-C7 

BLASTX 

g2570342 

209 

1.0e-16 

38 
100 

(U90929) glyoxalase II cytoplasmic isozyme [Arabidopsis 
thaliana] 

169361 

LIB3234-083-Q1-K1-C8 

BLASTX 

gll2681 

516 

1.0e-52 

123 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

169362 

LIB3234-083-Q1-K1-C9 

BLASTN 

g3133272 

153 

1.0e-80 

219 

95 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

169363 

LIB3234-083-Q1-K1-D1 

BLASTX 

g3176690 

627 

1.0e-65 



23002 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



126 
99 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

169364 

LIB3234-083-Q1-K1-D11 

BLASTN 

g4757411 

270 

1.0e-150 

365 
97 

Arabidopsis thaliana genomic DNA, chromosome 3/ PI clone: 
MXC7, complete sequence 

169365 

LIB3234-083-Q1-K1-D12 

BLASTN 

g3366536 

352 

0.0e+00 

360 

99 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

169366 

LIB3234-083-Q1-K1-D7 

BLASTX 

gl352347 

453 

3.0e-45 

89 

100 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398 608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 

169367 

LIB3234-083-Q1-K1-D8 

BLASTN 

g599626 

126 

2.0e-64 

259 

34 

A. thaliana minisatellite sequence 1, chromosome 
169368 

LIB3234-083-Q1-K1-E10 

BLASTX 

gll70040 

399 



23003 



E value 
Match length 
% identity 
NCBI Description 



6.0e-39 

98 
81 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448__dbj_BAA19653_ 
(D89620) glutathione reductase precursor [Arabidopsis 

thaliana] >gi_74057 6_prf 200537 6A glutathione reductase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169369 

LIB3234-083-Q1-K1-E11 

BLASTN 

g4662609 

368 

0.0e+00 

372 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169370 

LIB3234-083-Q1-K1-E4 

BLASTX 

g3869253 

636 

1.0e-66 

126 
99 

(U39288) ferredoxin-dependent glutamate synthase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169371 

LIB3234-083-Q1-K1-E7 

BLASTN 

g2435510 

350 

0. 0e+00 

370 

99 

Arabidopsis thaliana BAC TM017A05 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169372 

LIB3234-083-Q1-K1-F10 

BLASTN 

g2264306 

56 

1.0e-22 

60 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



169373 

LIB3234-083-Q1-K1-F11 

BLASTX 

gl23620 



23004 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



632 

3.0e-66 

126 

99 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi__19258_emb_CAA37 971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169374 

LIB3234-083-Q1-K1-F12 

BLASTX 

g421969 

144 

2.0e-09 

31 

90 

ribulose-bisphosphate carboxylase (EC 4.1.1, 
- coffee chloroplast (fragment) >gi__1322147_ 
(X70364) rbcL [Coffea arabica] 



39) large chain 
emb CAA4 9827 



Qprr No 


169375 




LIB3234-083-O1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3702731 


■RT Z\ ^ T qpnrp 
DLinO 1 jOUIc 


343 


Hj vdl LLC 






367 


% "i Hpni" i t v 


98 


MfRT Plo c; T" "i T^i~ i nn 


a-rahi Hnr>=; *i<^ ■Mi^ln^n^ rrpnom "i c DNA . chromosome 5 , Pi 




MFC19, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169376 


Seq. ID 


LIB3234-083-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4581166 


BLAST score 


302 


E value 


1.0e-27 


Match length 


76 


% identity 


80 


NCBI Description 


(AC006220) hypothetical protein [Arabidopsis thali 


Seq. No. 


169377 


Seq. ID 


LPB3234-083-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2104535 


BLAST score 


378 


E value 


2.0e-36 


Match length 


118 


% identity 


64 


NCBI Description 


(AF001308) T10M13.13 [Arabidopsis thaliana] 


Seq. No. 


169378 


Seq. ID 


LIB3234-083-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3184281 


BLAST score 


454 



clone : 



23005 



E value 
Match length 
% identity 
NCB1 Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 

100 

89 

(AC004136) 



putative cytochrome P450 [Arabidopsis thaliana] 



169379 

LIB3234-083-Q1-K1-F9 

BLASTX 

g4538912 

482 

9.0e-49 

110 

87 

(AL049482) putative protein [Arabidopsis thaliana] 
169380 

LIB3234-083-Q1-K1-G11 

BLASTN 

g3461810 

182 

6.0e-98 

294 

99 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169381 

LIB3234-083-Q1-K1-G2 

BLASTN 

g4733953 

111 

2.0e-55 

230 

95 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

169382 

LIB3234-083-Q1-K1-G9 

BLASTX 

g4586116 

456 

1.0e-45 

121 
72 

(AL04 9638) putative C-4 sterol methyl oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169383 

LIB3234-083-Q1-K1-H1 

BLASTX 

g4580389 

375 

3.0e-36 

89 
82 

(AC007171) unknown protein [Arabidopsis thaliana] 



23006 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169384 

LIB3234-083-Q1-K1-H10 

BLASTX 

gl35858 

483 

8.0e-49 
115 

82 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 
[Arabidopsis thaliana] >gi_445128_prf_1908432A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169385 

LIB3234-083-Q1-K1-H11 

BLASTX 

gll4330 

335 

8.0e-32 

79 

78 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_16674 6 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169386 

LIB3234-083-Q1-K1-H12 

BLASTX 

gl361982 

465 

7.0e-47 

97 

96 

4-coumarate — CoA ligase (EC 6.2.1.12) - Arabidopsis 
thaliana >gi_609340 (CJ18675) 4-coumarate — coenzyme A ligase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169387 

LIB3234-083-Q1-K1-H5 

BLASTN 

g2264312 

275 

1.0e-153 

370 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOK16, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



169388 

LIB3234-083-Q1-K1-H6 
BLASTN 



23007 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2702261 
62 

3.0e-26 

256 

81 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169389 


Seq. ID 


LIB3234-083-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4585997 


BLAST score 


208 


E value 


1 . Oe-24 


Match length 


117 


% identity 


47 


NCBI Description 


(AC005287) Hypothetical protein [Arabidop 


Seq. No. 


169390 


Sea. ID 


LIB3234-083-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 

1 N \s J_/ -J- *0 J- 


g4006934 


RLAST score 


442 


E value 


5.0e-44 


Match length 


103 


Sr -j Hant i t v 


79 


NCRT Description 


(AJ012571) glutathione transferase [Arabi 


Seq. No. 


169391 


Seq. ID 


LIB3234-083-Q1-K1-H9 


Mpt hod 


BLASTX 


NCBI GI 


g4678299 


BLAST score 


581 


E value 


3.0e-60 


Match- length 


114 


% identity 


99 


NCBI Description 


(AL049655) cysteine proteinase precursor- 




[Arabidopsis thaliana] 


Seq. No. 


169392 


Seq. ID 


LIB3234-084-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


331 


E value 


6.0e-31 


Match length 


82 


% identity 


73 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


169393 


Seq. ID 


LIB3234-084-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


481 


E value 


1.0e-48 


Match length 


92 


% identity 


100 



23008 



.NCBI Description 



(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169394 

LIB3234-084-Q1-K1-A12 

BLASTX 

gll4330 

363 

1.0e-34 

93 
74 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_67 972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_JL66746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169395 

LIB3234-084-Q1-K1-A4 

BLASTX 

gl34853 

176 

8.0e-13 

96 

15 

TRANSCRIPTION INITIATION PROTEIN SPT5 

>gi_101643_pir A40253 acidic nuclear protein SPT5 - yeast 

(Saccharomyces cerevisiae) >gi_172680 (M62882) SPT5 protein 
[ Saccharomyces cerevis iae ] >gi_8 54 48 0_emb_CAA8 994 2__ 
(Z49810) Spt5p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169396 

LIB3234-084-Q1-K1-A5 

BLASTX 

g3925363 

220 

6.0e-18 

103 

45 

(AF067961) homeodomain protein [Malus domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169397 

LIB3234-084-Q1-K1-A7 

BLASTN 

g2264316 

378 

0.0e+00 

378 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169398 

LIB3234-084-Q1-K1-B1 

BLASTN 

g3659491 

163 

1.0e-86 



23009 



Match length 

% identity 

NCBI Description 



# 

210 
95 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
l f complete sequence [Arabidopsis thaliana] 



Seq. No. 


169399 


Seq. ID 


LIB3234-084-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3641836 


BLAST score 


534 


E value 


9.0e-55 


Match length 


124 


% identity 


80 


NCBI Description 


(AL023094) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


169400 


Seq. ID 


LIB3234-084-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl922242 


BLAST score 


339 


E value 


4.0e-32 


Match length 


68 


% identity 


100 


NCBI Description 


(Y10084) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


169401 


Sea ID 


LIB3234-084-O1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4584548 


BLAST score 


576 


E value 


1.0e-59 


Match length 


124 


% identity 


90 


NCBI Description 


(AL049608) putative protein [Arabidopsis thaliana] 


Seq. No. 


169402 


Seq. ID 


LIB3234-084-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


481 


E value 


1.0e-48 


Match length 


118 


% identity 


75 


NCBI Description 


(AL022604) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169403 

LIB3234-084-Q1-K1-B9 

BLASTX 

g633890 

408 

5.0e-40 

125 

66 

(S72 926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 



23010 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169404 

LIB3234-084-Q1-K1-C1 

BLASTX 

gl628583 

365 

5.0e-35 

111 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169405 

LIB3234-084-Q1-K1-C10 

BLASTN 

g2245073 

370 

0.0e+00 

378 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq., No. 


169406 


Seq. ID 


LIB3234-084-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4581166 


BLAST score 


308 


E value 


3.0e-28 


Match length 


76 


% identity 


82 


NCBI Description 


(AC006220) hypothetica. 


Seq. No. 


169407 


Seq. ID 


LIB3234-084-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g542125 


BLAST score 


83 


E value 


9.0e-40 


Match length 


94 


% identity 


91 


NCBI Description 


translation elongation 



>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169408 

LIB3234-08 4-Q1-K1-C3 

BLASTX 

g4586249 

368 

3.0e-35 
118 

58 

(AL04 9640) putative pollen surface protein [Arabidopsis 
thaliana] 



Seq. No. 



169409 



23011 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-084-Q1-K1-C5 

BLASTX 

gl628583 

302 

1.0e-27 

64 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169410 

LIB3234-084-Q1-K1-C6 

BLASTX 

gl628583 

305 

5.0e-28 

64 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169411 

LIB3234-084-Q1-K1-C8 

BLASTN 

g3985933 

302 

1.0e-169 

366 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9E15, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169412 

LIB3234-084-Q1-K1-C9 

BLASTN 

g3241925 

50 

5.0e-19 

246 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOK9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169413 

LIB3234-084-Q1-K1-D1 

BLASTN 

g3600029 

375 

0.0e+00 
37 9 
100 

Arabidopsis thaliana BAC T12H20 



Seq. No. 
Seq. ID 



169414 

LIB3234-084-Q1-K1-D10 



23012 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2494121 

477 

4 .Oe-48 

93 
100 

(AC002376) Strong similarity to Triticum ABA induced 
membrane protein (gb_U80037) . EST gb_Z27032 comes from this 
gene. [Arabidopsis thaliana] 

169415 

LIB3234-084-Q1-K1-D11 

BLASTN 

g2104546 

208 

1.0e-113 

280 
95 

Arabidopsis thaliana chromosome IV cosmid AGAA, complete 
sequence 

169416 

LIB3234-084-Q1-K1-D3 

BLASTX 

g3850914 

597 

4.0e-62 

122 
98 

(AF060397) ATP synthase beta subunit [Stirlingia latifolia] 
169417 

LIB3234-084-Q1-K1-D4 

BLASTX 

g2494610 

248 

2.0e-37 

92 
95 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>gi_1079732 (U39877) cpFtsZ [Arabidopsis thaliana] 

169418 

LIB3234-084-Q1-K1-D6 

BLASTN 

g2815519 

378 

0.0e+00 

378 

100 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

169419 

LIB3234-084-Q1-K1-D7 

BLASTN 

g3413696 



23013 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

1.0e-156 

370 
99 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169420 

LIB3234-084-Q1-K1-D9 

BLASTX 

g3334244 

507 

1.0e-51 

114 

84 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) ( KETONE-ALDEH YDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 



Seq. No. 


169421 


Seq. ID 


LIB3234-08 4-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3122626 


J. O O^J-L G 


183 




1 Oe-13 - 


Ms t" r'Vi 1 ^ n rr1~ "h 


86 


S; "I Hpfif 1 i~ v 

O -L KJL \5 ill l_ l_ V 


49 


iVLDl UcoLl Xp 1 LUli 


?f>^ PROTEASE REGULATORY SUBUNIT 8 >cri 22454 67 (U97538) 


[Drosophila melanogaster] 


Seq. No. 


169422 


Seq. ID 


LIB32 34-08 4-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4454013 


BLAST score 


570 


E value 


5.0e-59 


Match length 


111 


% identity 


100 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


169423 


Seq. ID 


LIB3234-084-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2618686 


BLAST score 


175 


E value 


1.0e-12 


Match length 


76 


% identity 


41 


NCBI Description 


(AC002510) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


169424 


Seq. ID 


LIB3234-084-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4314396 


BLAST score 


116 



DUG 



23014 



E value 


1.0e-33 


Match length 


103 


% identity 


72 


NCBI Description 


(AC006232) putative flavonol sulfotransf erase [Arabidop 




thaliana] 


Seq. No. 


169425 


Seq. ID 


LIB3234-084-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


370 


E value 


2.0e-35 


Match length 


112 


% identity 


65 


NCBI Description 


(X98108) 23 kDa polypeptide of oxygen-evolving comlex ( 




[Arabidopsis thaliana] 


Seq. No. 


169426 


Seq. ID 


LIB3234-084-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl592675 


BLAST score 


268 


E value 


1.0e-23 


Match lencrth 


99 


% identity 


58 


NCBI Description 


(X91919) LEA76 homologue typel [Arabidopsis thaliana] 


Seq. No. 


169427 


Seq. ID 


LIB3234-084-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4584110 


BLAST score 


269 


E value 


8.0e-24 


Match length 


99 


% identity 


54 


NCBI Description 


(AJ133639) SAH7 protein [Arabidopsis thaliana] 


Seq. No. 


169428 


Seq. ID 


LIB3234-084-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4454013 


BLAST score 


564 


E value 


3.0e-58 


Match length 


110 


% identity 


100 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


169429 


Seq. ID 


LIB3234-084-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3377835 


BLAST score 


398 


E value 


8.0e-39 


Match length 


112 


% identity 


71 


NCBI Description 


(AF075598) contains similarity to Arabidopsis thaliana 


downy mildew resistance protein RPP5 (GB:U97106) 



23015 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169430 

LIB3234-0S4-Q1-K1-E9 

BLASTN 

g4079614 

72 

3.0e-32 

204 

84 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169431 

LIB3234-084-Q1-K1-F2 

BLASTX 

gl076414 

147 

2.0e-09 

77 
38 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169432 

LIB3234-084-Q1-K1-F5 

BLASTX 

gl352463 

465 

1.0e-46 

105 

87 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169433 

LIB3234-084-Q1-K1-F6 

BLASTN 

g4199934 

258 

1.0e-143 

356 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169434 

LIB3234-0E 

BLASTX 

g3747111 

455 

2.0e-45 

97 

51 

(AF095641) 



-Q1-K1-F7 



MTN3 homolog [Arabidopsis thaliana] 



23016 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169435 

LIB3234-084-Q1-K1-F8 

BLASTX 

gl363526 

58 

4.0e-34 

74 

100 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - maize chloroplast >gi_902251_emb_CAA60315_ 
(X8 65 63) cytochrome B6 [Zea mays] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169436 

LIB3234-084-Q1-K1-F9 

BLASTN 

g4835223 

187 

1.0e-101 

309 
88 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169437 

LIB3234-084-Q1-K1-G1 

BLASTN 

g4589425 

195 

1.0e-106 

228 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBA10, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169438 

LIB3234-084-Q1-K1-G10 

BLASTN 

g3985958 

67 

3.0e-29 

233 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169439 

LIB3234-084-Q1-K1-G3 

BLASTX 

gll09699 

505 

3.0e-51 

96 
100 

(X83381) 



gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No. 



169440 



23017 



Seq. ID LIB3234' 

Method BLASTX 

NCBI GI g549977 

BLAST score 235 

E value 1.0e-19 

Match length 123 

% identity 50 
NCBI Description (U12859 



-084-Q1-K1-G4 



cDNA-5-encoded protein [Arabidopsis thaliana] 



Qpa No 


169441 


Seq. ID 


LIB3234-084-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


390 


E value 


7.0e-38 


M^tch lenath 


110 


Sr i Hf^n t "i t v 


75 


"NJPRT npqrri "nt" i nn 

LN _L VJ ~ O *w J L l_- -i- ^ i. 1 


(AC007017) unknown protein [Arabidopsis thaliana] 


QpfT NO 


169442 


O t3 • JL U 


T.IB3234-084-O1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3985932 


BLAST score 


251 


E value 


1.0e-139 


Match length 


251 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K22J17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169443 


Seq. ID 


LIB3234-084-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3413705 


BLAST score 


526 - 


E value 


7.0e-54 


Match length 


118 



% identity 88 

NCBI Description (AC004747) putative glycine dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169444 

LIB3234-084-Q1-K1-H11 

BLASTX 

g3758833 

246 

5.0e-21 

96 
51 

(Y18225) MtN6 [Medicago truncatula] 



Seq. No. 169445 

Seq. ID LIB3234-084-Q1-K1-H12 

Method BLASTX 

NCBI GI g2494113 

BLAST score 608 

E value 2.0e-63 



23018 



Match length 

% identity 

NCBI Description 



110 
99 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943) ♦ ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169446 

LIB3234-084-Q1-K1-H3 

BLASTX 

gl66708 

490 

1.0e-49 

97 
100 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169447 

LIB3234-084-Q1-K1-H5 

BLASTX 

g2392769 

180 

2.0e-13 

73 
47 

(AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169448 

LIB32 34-084-Q1-K1-H7 

BLASTN 

g4220641 

327 

0.0e+00 

375 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169449 

LIB3234-085-Q1-K1-A1 

BLASTN 

g4220644 

67 

3.0e-29 

137 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8 , complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



169450 

LIB3234-085-Q1-K1-A10 

BLASTN 

g343239 

353 

0.0e+00 
369 



23019 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Mustard (S.alba) chloroplast 16S rRNA, 5 T end, and Val-tRNA 
169451 

LIB3234-085-Q1-K1-A11 

BLASTN 

g4432829 

361 

0.0e+00 

369 

99 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169452 

LIB3234-085-Q1-K1-A12 

BLASTN 

g2264311 

33 

5.0e-09 

37 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169453 

LIB3234-085-Q1-K1-A2 

BLASTN 

g3449313 

58 

6.0e-24 

82 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 

169454 

LIB3234-085-Q1-K1-A3 

BLASTX 

g2160146 

475 

8.0e-48 

111 

87 

(AC000375) Strong similarity to Arabidopsis 

gb_X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

169455 

LIB3234-085-Q1-K1-A4 

BLASTN 

g2281648 

134 

3.0e-69 

138 

99 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 



23020 



mRNA, partial cds 





Seq. No. 


169456 




Seq. ID 


LIB3234-085-Q1-K1-A5 




Method 


BLASTX 




NCBI GI 


gl001311 




BLAST score 


155 




E value 


2.0e-10 




Match length 


81 




% identity 


48 




NCBI Description 


(D64006) hypothetical protein [Synechocystis sp.] 




Seq. No. 


169457 




Seq. ID 


LIB3234-085-Q1-K1-A6 






BLASTN 




NCBI GI 


g3047100 




RLAST score 


306 




E value 


1. Oe-172 




Mafch lenath 


354 






95 




NCBI Description 


Arabidopsis thaliana BAC F6N23 




Seq. No. 


169458 




Seq. ID 


LIB3234-085-Q1-K1-A7 




Method 


BLASTX 




NCBI GI 


g2160187 




BLAST score 


303 




E value 


8.0e-28 




Match length 


105 




% identity 


54 




NCBI Description 


(AC000132) Similar to Nicotiana tumor-related protein 



(gb_26453) . [Arabidopsis thaliana] 





Seq. No. 


169459 




Seq. ID 


LIB3234-085-Q1-K1-A8 


i 


Method 


BLASTX 




NCBI GI 


g4580471 




BLAST score 


178 




E value 


5.0e-13 




Match length 


93 




% identity 


38 




NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 




Seq. No. 


169460 




Seq. ID 


LIB3234-085-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g4160573 




BLAST score 


148 




E value 


2.0e-09 




Match length 


112 




% identity 


33 




NCBI Description 


(AL035226) guanine nucleotide binding protein beta 






subunit-like [Schizosaccharomyces pombe] 




Seq. No. 


169461 




Seq. ID 


LIB3234-085-Q1-K1-B1 




Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2447107 
216 

2.0e-17 

117 
36 

(U42580) A638R [Paramecium bursaria Chlorella virus 1] 
169462 

LIB3234-085-Q1-K1-B10 

BLASTX 

gll76529 

252 

1.0e-21 

117 

43 

HYPOTHETICAL 100.9 KD PROTEIN C34E10.3 IN CHROMOSOME III 
>gi_500726 (U10402) C34E10.3 gene product [Caenorhabditis 
elegans] 

169463 

LIB3234-085-Q1-K1-B11 

BLASTN 

g2264321 

206 

1.0e-112 

437 
55 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-.-) AK21 - 
SNFl-related 



169464 

LIB3234-085-Q1-K1-B2 
BLASTX 
g322596 
649 

3.0e-68 
126 
100 

serine/threonine protein kinase (EC 2.7. 
Arabidopsis thaliana >gi_166600 (M93023) 
protein kinase [Arabidopsis thaliana] 

>gi_1742969_emb_CAA64384_ (X94757) ser/thr protein kinase 
[Arabidopsis thaliana] 

169465 

LIB3234-085-Q1-K1-B3 

BLASTN 

g2864607 

224 

1.0e-123 

318 

100 

Arabidopsis thaliana DNA chromosome 4 f BAC clone F10M6 
(ESSAII project) 



Seq. No. 
Seq. ID 



169466 

LIB3234-085-Q1-K1-B4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832620 

400 

5.0e-39 

110 
69 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
169467 

LIB3234-085-Q1-K1-B5 

BLASTX 

gl33960 

408 

4 .0e-40 

94 

86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_7 087 6jpir R3NT4 

ribosomal protein S4 - common tobacco chloroplast 
>gi_11834_emb_CAA77354_ (Z00044) ribosomal protein S4 

[Nicotiana tabacum] >gi_225202_prf 1211235AG ribosomal 

protein S4 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169468 

LIB3234-085-Q1-K1-B8 

BLASTX 

g4325354 

619 

1.0e-64 

123 
88 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3 / E=0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 


169469 




Seq. ID 


LIB3234-085 


-Ql- 


Method 


BLASTX 




NCBI GI 


gl592677 




BLAST score 


271 




E value 


6.0e-24 




Match length 


126 




% identity 


48 




NCBI Description 


(X91912) LEA76 


Seq. No. 


169470 




Seq. ID 


LIB3234-085 


-Ql 


Method 


BLASTN 




NCBI GI 


g2058295 




BLAST score 


186 




E value 


1.0e-100 




Match length 


202 




% identity 


98 




NCBI Description 


A. thaliana 


chl 


Seq. No. 


169471 




Seq. ID 


LIB3234-085 


-Ql 


Method 


BLASTX 
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NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g2809253 
469 

4.0e-47 

89 
100 

(AC002560) 



F21B7.22 [Arabidopsis thaliana] 



169472 

LIB3234-085-Q1-K1-C11 

BLASTX 

g2444176 

443 

4.0e-44 

123 
71 

(U94782) unconventional myosin [Helianthus annuus] 
169473 

LIB3234-085-Q1-K1-C12 

BLASTN 

g4678371 

334 

0.0e+00 

372 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 

169474 

LIB3234-085-Q1-K1-C2 

BLASTX 

g2494112 

634 

2.0e-66 

125 

94 

(AC002376) Match to Arabidopsis ATHKCP (gb_L40948 ) . ESTs 
gb_ATTS0764, gb_R90646, gb_AA389809, gb_ATTS2615 come from 
this gene. [Arabidopsis thaliana] >gi_3126868 (AF061570) 
potassium channel beta subunit homolog [Arabidopsis 
thaliana] 

169475 

LIB3234-085-Q1-K1-C3 

BLASTX 

gll69598 

338 

9.0e-32 

75 

84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
{ DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

169476 

LIB3234-085-Q1-K1-C4 
BLASTX 



23024 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl592679 
287 

8.0e-26 

107 

59 

(X91915) 



LEA D113 homologue typel [Arabidopsis thaliana] 



169477 

LIB3234-085-Q1-K1-C5 

BLASTN 

g4512656 

108 

1.0e-53 

287 
81 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



169478 

LIB3234-085-Q1-K1-C6 

BLASTN 

g2564048 

91 

1.0e-43 

234 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



169479 

LIB3234-085-Q1-K1-D11 

BLASTN 

g2398520 

346 

0.0e+00 

374 

98 

Arabidopsis thaliana mRNA for Hap2a transcription factor 
169480 

LIB3234-085-Q1-K1-D2 

BLASTN 

g3859840 

364 

0. 0e+00 

376 

99 

Plastid transformation vector pGS31A 16S ribosomal RNA 
gene, partial sequence; aminoglycoside 3 ! -adenyltransf erase 
(aadA) gene, complete cds 

169481 

LIB3234-085-Q1-K1-D3 

BLASTX 

gl246019 

600 

2.0e-62 
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# 



Match length 

% identity 

NCBI Description 



115 
100 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



169482 

LIB3234-085-Q1-K1-D4 

BLASTX 

g4206208 

282 

3.0e-25 

92 

68 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4263041_gb_AAD15310_ (AC005142) hypothetical protein 
[Arabidopsis thaliana] 

169483 

LIB3234-085-Q1-K1-D5 

BLASTX 

g3915961 

608 

2.0e-63 

126 

91 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_292 4274_emb_CAA77 4 27_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2 924 285_emb_CAA774 38_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

169484 

LIB3234-085-Q1-K1-D6 

BLASTN 

g4220641 

362 

0.0e+00 

383 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 

169485 

LIB3234-085-Q1-K1-D7 

BLASTX 

gll2740 

225 

1.0e-18 

106 

51 

NAP IN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691_pir A25997 napin precursor (napA) - rape 

>gi__167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 

169486 

LIB3234-085-Q1-K1-D8 
BLASTX 
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# 



NCBI GI 


gll71577 


BLAST score 


191 


E value 


1.0e-14 


Match length 


115 


% identity 


33 


NCBI Description 


(X95343) hypersensitivity-related gene [Nicotiana tabacum 


Seq. No. 


169487 


Seq. ID 


LIB3234-085-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4115352 


BLAST score 


178 


E value 


2.0e-95 


Match length 


318 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T15J14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169488 


Seq. ID 


LIB3234-085-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2924653 


BLAST score 


166 


E value 


2.0e-88 


Match length 


335 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MDA7, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169489 


Seq. ID 


LIB3234-085-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4335761 


BLAST score 


620 


E value 


7.0e-65 


Match length 


119 


% identity 


97 


NCBI Description 


(AC00 6284) unknown protein [Arabidopsis thaliana] 


Seq. No. 


169490 


Seq. ID 


LIB3234-085-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4218109 


BLAST score 


249 


E value 


1.0e-138 


Match length 


356 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F16A16 




(ESSAII project) 


Seq. No. 


169491 


Seq. ID 


LIB3234-085-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2827546 


BLAST score 


397 


E value 


1.0e-38 


Match length 


105 



23027 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(AL021635) 
thaliana] 



cytochrome P4 50 like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169492 

LIB3234-085-Q1-K1-E9 

BLASTX 

g3962377 

440 

8.0e-44 

87 

98 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 



169493 

LIB3234-085-Q1-K1-F10 

BLASTX 

g3962377 

512 

3.0e-52 

96 

100 

(AJ002551) heat shock protein 



70 [Arabidopsis thaliana] 



169494 

LIB3234-085-Q1-K1-F11 

BLASTX 

g544122 

648 

4.0e-68 

126 

98 

APOCYTOCHROME F PRECURSOR >gi_62 9599__pir S45661 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome f precursor - turnip chloroplast 
>gi_441282_emb_CAA54307_ (X77011) cytochrome f [Brassica 
rapa] 

169495 

LIB3234-085-Q1-K1-F12 

BLASTN 

g4455168 

372 

0.0e+00 

372 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M10 
(ESSAII project) 

169496 

LIB3234-085-Q1-K1-F2 

BLASTN 

gl931636 

149 

1.0e-78 

153 

99 



23028 



NCBI Description Arabidopsis thaliana BAC T19D16 genomic sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169497 

LIB3234-085-Q1-K1-F3 

BLASTX 

g3785976 

49 

2.0e-20 

92 

68 

(AC005560) Secl2p-like protein [Arabidopsis thaliana] 



Seq. No. 


169498 


Seq. ID 


LIB3234-085-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl771160 


BLAST score 


445 


E value 


3. Oe-44 


Match length 


127 


% identity 


68 


NCBI Description 


(X98 929) SBT1 [Lycopersicon esculentum] 




>gi 3687305 emb CAA06999 (AJ006378) su 




protease [Lycopersicon esculentum] 


Seq. No. 


169499 


Seq. ID 


LIB3234-085-Q1-K1-F6 


Mf^t hod 


BLASTX 


NCR! GI 


al064887 




166 


E value 


1. Oe-11 


Msfrh "l^nnth 

Lid U^li -L. ^1 1U L.U 


65 


% i dent it v 


48 


NCBI Description 


(X92955) pollen coat protein [Brassica 


Seq. No. 


169500 


Seq. ID 


LIB3234-085-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2661179 


BLAST score 


569 


E value 


7.0e-59 


Match length 


118 


% identity 


97 


NCBI Description 


(U80984) AtZWIO [Arabidopsis thaliana] 


Seq. No. 


169501 


Seq. ID 


LIB3234-085-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2130052 


BLAST score 


578 


E value 


6.0e-60 


Match length 


125 


% identity 


82 


NCBI Description 


xylose isomerase (EC 5.3.1.5) - barley 



>gi_l 2 9 6 8 0 9_emb_C AA6 4 5 4 5_ 
[Hordeum vulgare] 



(X95257) xylose isomerase 



Seq. No. 



169502 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-085-Q1-K1-G2 

BLASTN 

g3241925 

226 

1.0e-124 

308 
59 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOK9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169503 

LIB3234-085-Q1-K1-G4 

BLASTN 

gl402874 

190 

1.0e-102 

254 
100 

A. thaliana 81kb genomic sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169504 

LIB3234-085-Q1-K1-G5 

BLASTX 

gl531762 

187 

5.0e-14 

51 

73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169505 

LIB3234-085-Q1-K1-G7 

BLASTX 

g2914707 

163 

1.0e-ll 

71 

7 

(AC003974) putative disease resistance protein (Cf-2.2) 
[Arabidopsis thaliana] >gi__3298554 (AC004681) putative 
disease resistance protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169506 

LIB3234-085-Q1-K1-G8 

BLASTX 

g2244909 

250 

8.0e-22 

55 
89 

(Z97339) pyruvate, orthophosphate dikinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



169507 

LIB3234-085-Q1-K1-G9 
BLASTX 



23030 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703108 
610 

1.0e-63 

120 
98 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169508 

LIB3234-085-Q1-K1-H1 

BLASTX 

g3834316 

587 

5.0e-61 

119 

100 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169509 

LIB3234-085-Q1-K1-H10 

BLASTN 

g2143322 

35 

2.0e-10 

110 
84 

P.deltoides chloroplast 



DNA for psbB operon 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169510 

LIB3234-085-Q1-K1-H4 

BLASTN 

g4220638 

316 

1.0e-178 

383 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169511 

LIB3234-085-Q1-K1-H5 

BLASTX 

g4210330 

648 

4.0e-68 

122 
98 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 
Seq. ID 



169512 

LIB3234-085-Q1-K1-H6 
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# 



Method 


BLASTX 


NCBI GI 


g226120 


BLAST score 


214 


E value 


3.0e-17 


Match length 


102 


% identity 


41 


NCBI Description 


vicilin gene B [Saguinus oec 


Seq. No. 


169513 


Seq. ID 


LIB3234-08 6-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4589437 


BLAST score 


353 


E value 


0. 0e+00 


Match length 


361 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomi 




MPN9, complete sequence 


Seq. No. 


169514 


Seq. ID 


LIB3234-08 6-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


146 


TT v3 1 1T-P 


2 . Oe-09 


M^tr'h lprin"t"h 


30 


% i dpnt it v 


93 


NCRT npcfrintion 


(AC002311) Unknown protein 


Seq. No. 


169515 


Seq. ID 


LIB3234-086-Q1-K1-A12 


Mpf" hod 


BLASTX 


NCBI GI 


gl20667 


BLAST score 


394 


Fl 1 1 1 p 

j_i vuxuc 


2 Oe-38 


Match length 


91 


% identitv 


82 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 




>gi_81622_pir JQ1287 glyce 




dehydrogenase (EC 1.2.1.12) 




thaliana >gi 166706 (M64116 




glycer aldehyde- 3— phosphate 




thaliana] >gi 166710 (M6411 




dehydrogenase [Arabidopsis 


Seq. No. 


169516 


Seq. ID 


LIB3234-08 6-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


439 


E value 


1.0e-43 


Match length 


98 


% identity 


86 


NCBI Description 


(AC005970) subtilisin-like 


Seq. No. 


169517 


Seq. ID 


LIB3234-086-Q1-K1-A5 



CHYDROGENASE, CYTOSOLIC 
ildehyde- 3 -phosphate 

cytosolic - Arabidopsis 

cystolic 

shydrogenase [Arabidopsis 
\ glyceraldehyde-3-phosphate 



23032 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3337347 

324 

0.0e+00 

355 

53 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169518 


Seq. ID 


LIB3234-086-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4753651 


BLAST score 


563 


E value 


3.0e-58 


Match length 


115 


% i dent it v 


92 


NPRT Dp^rri T>t i on 

1N^-£JJ_ 1_J ~ O J L ! LWU 


(AL049751) ribosomal protein L13a like protein 




thaliana ] 




169519 


Seq. ID 


LIB3234-086-Q1-K1-A9 


Met hod. 


BLASTX 


iM \s n> J. w x 




BLAST score 


296 


E value 


6.0e-27 


L v idLOil icily tli 


57 


^ _HJ.fcriiL-LL._y 


100 


MPRT Pio c; /*" v "i r^i — i nn 


(ArOOSQ^fil nroteinase inhibitor II TArabidoosis 




169520 




LIB3234-08 6-O1-K1-B1 


Method 


BLASTN 


j_N J_J _L J- 


g2264316 


BLAST score 


354 


E value 


0.0e+00 


Match length 


361 


O ±U.C11 1 L 


99 


NIPRT npcrri nfi nn 

LN £j _L IJCOUJ L£JU-LvJll 


Arabidoosis thaliana aenomic DNA, chromosome 5/ 




MR011, complete sequence [Arabidopsis thaliana] 




169521 


Seq. ID 


LIB3234-086-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3135611 


BLAST score 


612 


E value 


6.0e-64 


Match length 


117 


% identity 


100 


NCBI Description 


(AF062485) cellulose synthase [Arabidopsis thai 


Seq. No. 


169522 


Seq. ID 


LIB3234-086-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


81 


E value 


4.0e-24 



23033 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



114 
51 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD1744 6_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

169523 

LIB3234-08 6-Q1-K1-B12 

BLASTX 

g3421384 

255 

4.0e-22 

63 

81 

(AF081067) IAA-Ala hydrolase; IAA-amino acid hydrolase 
[Arabidopsis thaliana] 

169524 

LIB3234-086-Q1-K1-B2 

BLASTX 

g2160151 

472 

2.0e-47 

119 

77 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

169525 

LIB3234-08 6-Q1-K1-B3 

BLASTX 

g2499610 

423 

8.0e-42 

97 
86 

MITOGEN -ACTIVATED PROTEIN KINASE HOMOLOG 6 (MAP KINASE 6) 

(ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457404_dbj_BAA04 8 69__ (D21842) MAP kinase [Arabidopsis 
thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 
thaliana] 

169526 

LIB3234-08 6-Q1-K1-B4 

BLASTN 

g4063735 

206 

1.0e-112 

286 

100 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60.5 
cM, complete sequence [Arabidopsis thaliana] 

169527 

LIB3234-086-Q1-K1-B6 
BLASTN 



23034 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3983533 
70 

4.0e-31 

129 
89 

Arabidopsis thaliana BAC T24G3 from chromosome V near 7 0 
cM, complete sequence [Arabidopsis - thaliana] 

169528 

LIB3234-086-Q1-K1-B7 

BLASTX 

g3337356 

455 

1.0e-45 

88 
100 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169529 

LIB3234-08 6-Q1-K1-C1 

BLASTN 

g3241922 

276 

1.0e-154 

284 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169530 

LIB3234-086-Q1-K1-C10 

BLASTN 

g4455339 

244 

1.0e-135 

89 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T12J5 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169531 

LIB3234-08 6-Q1-K1-C12 

BLASTN 

g4589414 

150 

8.0e-79 

336 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14B15, complete sequence 

169532 

LIB3234-086-Q1-K1-C2 

BLASTX 

g82223 

55 



23035 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

60 
72 

hypothetical protein 70B - common tobacco chloroplast 
>gi__11878_emb_CAA77391_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223681__emb_CAA77402_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225250_prf 1211235CJ ORF 70B [Nicotiana tabacum] 

169533 

LIB3234-086-Q1-K1-C3 

BLASTN 

g4510323 

32 

1.0e-08 

118 
99 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

169534 

LIB3234-08 6-Q1-K1-C4 

BLASTN 

g2656031 

283 

1.0e-158 

308 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169535 

LIB3234-08 6-Q1-K1-C5 

BLASTX 

g2224933 

512 

3.0e-52 

116 

86 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 
>gi_2224 935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169536 

LIB3234-08 6-Q1-K1-C7 

BLASTX 

g3647355 

230 

4.0e-19 

104 

47 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w), 
Human hypothetical protein KIAA0249-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y24 9_HUMA 



Seq. No. 



169537 



23036 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



LIB3234-08 6-Q1-K1-C9 

BLASTN 

g4584387 

77 

8.0e-36 

93 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7J7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169538 

LIB3234-08 6-Q1-K1-D10 

BLASTX 

g66179 

556 

2.0e-57 

114 

90 

NADH dehydrogenase (ubiquinone) (EC 1.6.5, 
common tobacco chloroplast >gi_225255_prf_ 



3) chain 4 - 
1211235CP NADH 



dehydrogenase 4-like ORF 509B [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169539 

LIB3234-08 6-Q1-K1-D11 

BLASTX 

g4101589 

307 

3.0e-28 

103 

53 

(AF005050) aspartyl aminopeptidase [Homo sapiens] 
169540 

LIB3234-08 6-Q1-K1-D12 

BLASTN 

g4199934 

337 

0.0e+00 

341 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169541 

LIB3234-086-Q1-K1-D2 

BLASTN 

g2864607 

361 

0.0e+00 

361 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 



169542 

LIB3234-08 6-Q1-K1-D3 
BLASTX 



23037 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl246019 
551 

9.0e-57 

105 
100 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 

169543 

LIB3234-086-Q1-K1-D4 

BLASTX 

g3929364 

290 

3.0e-26 

99 

66 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi__107 635 6_pir_S 52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 

>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC00298 6) Match to 

NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 

ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28 689 come 

from this gene. [Arabidopsis thaliana] 

169544 

LIB3234-08 6-Q1-K1-D7 

BLASTN 

g2864607 

124 

2.0e-63 

200 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

169545 

LIB3234-08 6-Q1-K1-D9 

BLASTN 

g4079614 

96 

4.0e-47 

112 

93 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169546 

LIB3234-086-Q1-K1-E10 

BLASTX 

gll72816 

187 

4.0e-14 

98 
52 

60S RIBOSOMAL PROTEIN L11A (L16A) >gi_624 938_emb_CAA57 395_ 
(X81799) ribosomal protein L16 [Arabidopsis thaliana] 



23038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169547 

LIB3234-08 6-Q1-K1-E12 

BLASTN 

g3402695 

338 

O.Oe+QO 

350 
99 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169548 

LIB3234-086-Q1-K1-E2 

BLASTN 

g4510392 

125 

7.0e-64 

203 
100 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



Seq. No. 


169549 


Seq. ID 


LIB3234-08 6-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


534 


E value 


8.0e-55 


Match length 


101 


% identity 


100 


NCBI Description 


(D63396) elongation factor 


Seq. No. 


169550 


Seq. ID 


LIB3234-08 6-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl32901 


BLAST score 


320 


E value 


1.0e-29 


Match length 


66 


% identity 


86 


NCBI Description 


CHLOROPLAST SOS RIBOSOMAL 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'TEIN L33 >gi__71356_pir R5NT33 

ribosomal protein L33 - common tobacco chloroplast 
>gi_11850_emb_CAA77370_ (Z00044) ribosomal protein L33 

[Nicotiana tabacum] >gi_225219_prf 1211235BA ribosomal 

protein L33 [Nicotiana tabacum] 

169551 

LIB3234-08 6-Q1-K1-E5 

BLASTN 

g4263694 

165 

9.0e-88 

319 

99 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23039 



Seq. No. 


169552 


Seq. ID 


LIB3234-086-Q1-K1-E6 


Method 


BLAb IX 


NCBI GI 


g2541886 


BLAST score 


316 


E value 


3.0e-29 


Match length 


115 


% identity 


51 


NCBI Description 


(D63675) acetolactat 


Seq. No. 


169553 


Seq. ID 


LIB3234-086-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


g3763915 


BLAST score 


97 


E value 


3.0e-47 


Match length 


348 


% identity 


41 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169554 

LIB3234-086-Q1-K1-E8 

BLASTX 

g3695380 

118 

5.0e-06 

118 

14 

(AF096370) partial CDS; contains similarity to Nicotiana 
tabacum membrane-associated salt-inducible protein 
(GB:O08285) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169555 

LIB3234-08 6-Q1-K1-F1 

BLASTX 

g3335169 

595 

6.0e-62 

112 

100 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169556 

LIB3234-08 6-Q1-K1-F10 

BLASTX 

g2961379 

460 

4.0e-46 

109 
87 

(AL022141) hypothatical protein [Arabidopsis thaliana] 



Seq. No. 



169557 



23040 



Seq. ID 


LIB3234-086-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl071913 


BLAST score 


270 


E value 


7 . Oe-24 


Match length 


116 


% identity 


56 


NCBI Description 


cysteine synthase (EC 4.2.99.8) C precursor , mitochon< 




- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 




synthase [Spinacia oleracea] 


Seq. No. 


169558 


Seq. ID 


LIB3234-086-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2656030 


BLAST score 


337 


E value 


0.0e+00 


Match length 


357 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MUL8 


Seq. No. 


169559 


Seq. ID 


LIB3234-086-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3250695 


BLAST score 


258 


E value 


2. Oe-22 


Match length 


114 


% identity 


52 


NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


Seq. No. 


169560 


Seq. ID 


LIB3234-086-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g3341671 


BLAST score 


57 


E value 


8. Oe-24 


Match length 


94 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16B22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169561 


Seq. ID 


LIB3234-08 6-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


342 


E value 


3. Oe-32 


Match length 


78 


% identity 


83 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


169562 


Seq. ID 


LIB3234-08 6-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2739010 



23041 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



208 

1.0e-16 

58 
66 

(AF022464) 



CYP77A3p [Glycine max] 



169563 

LIB3234-086-Q1-K1-F7 

BLASTN 

g2262155 

203 

1.0e-110 

345 

99 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

169564 

LIB3234-08 6-Q1-K1-F8 

BLASTX 

g3264778 

345 

1.0e-32 

118 
65 

(AF072536) 
thaliana] 



H-protein promoter binding factor-1 [Arabidopsis 



169565 

LIB3234-08 6-Q1-K1-F9 

BLASTX 

gl6245 

145 

3.0e-09 

51 

63 

(X51514) precursor acetolactate synthase 
[Arabidopsis thaliana] 



[670 AA) 



169566 

LIB3234-08 6-Q1-K1-G10 

BLASTN 

g3831437 

138 

1.0e-71 

324 

97 

Arabidopsis thaliana chromosome II BAC T3A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169567 

LIB3234-08 6-Q1-K1-G11 

BLASTX 

g3860260 

312 

8.0e-29 
99 



23042 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 

169568 

LIB3234-08 6-Q1-K1-G12 

BLASTX 

gl943751 

56 

8.0e-12 

107 
40 

(U93845! 
protein, 



Arabidopsis thaliana ER-type calcium pump 
complete sequence >gi_2078292 (U96455) ER-type 



Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 
169569 

LIB3234-08 6-Q1-K1-G2 

BLASTX 

g4678299 

554 

4.0e-57 

109 

99 

(AL04 9655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169570 

LIB3234-08 6-Q1-K1-G4 

BLASTX 

g82200 

251 

4.0e-22 

69 

72 

hypothetical protein 1244 



common tobacco chloroplast 



169571 

LIB3234-08 6-Q1-K1-G5 

BLASTN 

g3004543 

301 

1.0e-169 

330 
97 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169572 

LIB3234-08 6-Q1-K1-G7 

BLASTX 

g4185141 

580 

3.0e-60 

114 

96 

(AC005724) putative calmodulin-binding protein [Arabidopsis 



23043 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169573 

LIB3234-086-Q1-K1-G8 

BLASTX 

g2887500 

159 

7.0e-ll 

29 
90 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169574 

LIB3234-08 6-Q1-K1-G9 

BLASTN 

g3335356 

147 

5.0e-77 

325 

97 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169575 

LIB32 34-08 6-Q1-K1-H1 

BLASTN 

g3335331 

63 

7.0e-27 

95 

92 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169576 

LIB3234-08 6-Q1-K1-H10 

BLASTN 

g4580732 

36 

9.0e-ll 

72 
88 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169577 

LIB3234-08 6-Q1-K1-H11 

BLASTX 

g3747111 

412 

2.0e-40 

94 
85 

(AFO 95641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 



169578 



23044 



Seq. ID 


LIB3234-08 6-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


420 


E value 


2.0e-41 


Match length 


116 


% identity 


68 


NCBI Description 


(AF067858) embryo-specific protein 3 [Arabidopsis thai 


Seq. No. 


169579 


Seq. ID 


LIB3234-086-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4558566 


BLAST score 


620 


E value 


7.0e-65 


Match length 


118 


% identity 


100 


NCBI Description 


(AC007138) putative raffinose synthase or seed imbibit 




protein [Arabidopsis thaliana] 


Seq. No. 


169580 


Seq. ID 


LIB3234-08 6-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


gl935913 


BLAST score 


216 


E value 


1.0e-118 


Match length 


308 


% identity 


96 


NCBI Description 


Arabidopsis thaliana lethal leaf-spot 1 homolog (Llsl) 




mRNA, partial cds 


Seq. No. 


169581 


Seq. ID 


LIB3234-08 6-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


176 


E value 


8.0e-13 


Match length 


36 


% identity 


83 


NCBI Description 


(AL021712) putative protein [Arabidopsis thaliana] 


Seq. No. 


169582 


Seq. ID 


LIB3234-08 6-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3550519 


BLAST score 


399 


E value 


5.0e-39 


Match length 


114 


% identity 


66 


NCBI Description 


(AJ007630) oxygenase [Nicotiana tabacum] 


Seq. No. 


169583 


Seq. ID 


LIB3234-087-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


gl2219 


BLAST score 


117 


E value 


4.0e-59 



23045 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



263 
97 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
169584 

LIB3234-087-Q1-K1-A10 

BLASTX 

g4589954 

151 

3.0e-10 

83 
42 

(AC007169) hypothetical protein [Arabidopsis thaliana] 
169585 

LIB3234-087-Q1-K1-A11 

BLASTN 

g4519196 

38 

4.0e-12 

66 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSK10, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169586 

LIB3234-087-Q1-K1-A12 

BLASTN 

g2358139 

358 

0.0e+00 

358 

100 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169587 

LIB3234-087-Q1-K1-A2 

BLASTX 

g3056584 

595 

6.0e-62 

115 

98 

(AC004255) T1F9.5 [Arabidopsis thaliana] 
169588 

LIB3234-087-Q1-K1-A4 

BLASTN 

gl66870 

314 

1.0e-176 

370 

96 

Arabidopsis thaliana 5S ribosomal RNA gene, complete cds 



Seq. No. 



169589 



23046 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-087-Q1-K1-A5 

BLASTN 

g3059018 

360 

0.0e+00 

367 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F1C12 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169590 

LIB3234-087-Q1-K1-A7 

BLASTN 

g!2219 

117 

4.0e-59 

271 
97 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
169591 

LIB3234-087-Q1-K1-A9 

BLASTN 

g2656029 

187 

1.0e-101 

274 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQB2 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169592 

LIB3234-087-Q1-K1-B10 

BLASTX 

g3043415 

523 

2.0e-53 

100 
100 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
169593 

LIB3234-087-Q1-K1-B4 

BLASTN 

g2642427 

335 

0.0e+00 

364 

92 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169594 

LIB3234-087-Q1-K1-B5 

BLASTX 

g99688 

633 



23047 



E value 
Match length 
% identity 
NCBI Description 



2.0e-66 

122 

100 

translation elongation factor eEF-1 alpha chain (gene A4; 
Arabidopsis thaliana >gi_295789__emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169595 

LIB3234-087-Q1-K1-B6 

BLASTN 

g2828186 

93 

9.0e-45 

372 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169596 

LIB3234-087-Q1-K1-B8 

BLASTN 

gl053092 

147 

3.0e-77 

155 

99 

Arabidopsis thaliana pre zeta-carotene desaturase precursor 
(zds) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169597 

LIB3234-087-Q1-K1-B9 

BLASTN 

g2924651 

203 

1.0e-110 

350 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169598 

LIB3234-087-Q1-K1-C10 

BLASTX 

gl352347 

479 

2.0e-48 

99 

96 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



169599 

LIB3234-087-Q1-K1-C11 
BLASTN 



23048 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2656026 
343 

0.0e+00 

365 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDF2 0 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169600 

LIB3234-087-Q1-K1-C12 

BLASTX 

g3421070 

418 

2.0e-41 

86 
95 

(AF043518) 
thaliana] 



20S proteasome subunit PAA1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169601 

LIB3234-087-Q1-K1-C2 

BLASTN 

g4580454 

339 

0.0e+00 

347 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



169602 

LIB3234-087-Q1-K1-C3 

BLASTN 

g3449320 

199 

1.0e-108 

366 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17 , complete sequence [Arabidopsis thaliana] 



PI clone 



169603 

LIB3234-087-Q1-K1-C6 

BLASTN 

g4199934 

246 

1.0e-136 

274 

97 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169604 

LIB3234-087-Q1-K1-C7 

BLASTX 

g548847 

421 



23049 



E value 
Match length 
% identity 
NCBI Description 



9.0e-42 

83 
98 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182__pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_22524 8_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 


169605 


Seq. ID 


LIB3234-087-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl66870 


BLAST score 


271 


E value 


1 . (Je-loi 


Match length 


340 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 5S ribosomal RNA 


Seq. No. 


169606 


Seq. ID 


LIB3234-087-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl66870 


BLAST score 


92 


E value 


3.0e-44 


Match length 


204 


% identity 


87 


NCBI Description 


Arabidopsis thaliana 5S ribosomal RNA 


Seq. No. 


169607 


Seq. ID 


LIB32 34-087-Q1-K1-D1 


Method 


BLAST X 


NCBI GI 


g2459445 


BLAST score 


204 


E value 


3.0e-16 


Match length 


43 


% identity 


93 


NCBI Description 


(AC002332) putative ribonucleoprotein 




thaliana] 


Seq. No. 


169608 


Seq. ID 


LIB3234-087-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g4587986 


BLAST score 


367 


E value 


0.0e+00 


Match length 


367 


% identity 


100 


NCBI Description 


Arabidopsis thaliana ABA-regulated gei 




sequence 


Seq. No. 


169609 


Seq. ID 


LIB3234-087-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g4580454 


BLAST score 


360 


E value 


0.0e+00 


Match length 


367 



23050 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

169610 

LIB3234-087-Q1-K1-D12 

BLASTX 

g4567275 

504 

3.0e-51 

95 

39 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
169611 

LIB3234-087-Q1-K1-D2 

BLASTX 

g3176874 

494 

4.0e-50 

94 
100 

(AF065639) 
thaliana] 



cucumi sin-like serine protease [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169612 

LIB3234-087-Q1-K1-D3 

BLASTX 

g2244750 

499 

9.0e-51 

98 

100 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 


169613 


Seq. ID 


LIB3234-087-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


59 


E value 


9.0e-25 


Match length 


113 


% identity 


92 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


169614 


Seq. ID 


LIB3234-087-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


161 


E value 


9.0e-86 


Match length 


161 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 



(ESSAII project) 



23051 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169615 

LIB3234-087-Q1-K1-D6 

BLASTN 

g4468976 

195 

1.0e-106 

195 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F19F18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169616 

LIB3234-087-Q1-K1-D7 

BLASTN 

g4206762 

247 

1.0e-136 

282 
96 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169617 

LIB3234-087-Q1-K1-D9 

BLASTX 

g4204299 

494 

3.0e-50 

101 

97 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169618 

LIB3234-087-Q1-K1-E1 

BLASTX 

g3445209 

382 

6.0e-37 

95 
71 

(AC004786) 
thaliana] 



putative serine carboxypeptidase I [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



169619 

LIB3234-087-Q1-K1-E10 

BLASTX 

g3063472 

536 

5.0e-55 

100 

99 

(AC003981) F22013.34 [Arabidopsis thaliana] 
169620 

LIB3234-087-Q1-K1-E11 



23052 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3869068 

69 

1.0e-30 

163 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC16, complete sequence [Arabidopsis thaliana] 

169621 

LIB3234-087-Q1-K1-E12 

BLASTN 

g4220636 

212 

1.0e-116 

357 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB16, complete sequence [Arabidopsis thaliana] 

169622 

LIB3234-087-Q1-K1-E2 

BLASTX 

g3355311 

375 

4.0e-36 

83 

88 

(AJ009737) 
vulgaris] 



PI clone: 



PI clone: 



eukaryotic translation initiation factor 6 [Beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169623 

LIB3234-087-Q1-K1-E3 

BLASTN 

g4757413 

157 

6.0e-83 

319 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 

169624 

LIB3234-087-Q1-K1-E4 

BLASTX 

g2129780 

362 

1.0e-34 

66 

100 

photosystem I protein Al - Arabidopsis thaliana chloroplast 
(fragment) >gi_538202 (L3624 6) anoxia-induced protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



169625 

LIB3234-087-Q1-K1-E5 
BLASTX 



23053 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3212870 
204 

6.0e-24 

117 

48 

(AC004005) putative N-myristoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169626 

LIB3234-087-Q1-K1-E6 

BLASTN 

g4220635 

344 

0.0e+00 

352 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169627 

LIB3234-087-Q1-K1-E7 

BLASTX 

g3170525 

328 

1.0e-30 

83 
77 

(AF054615) cellulase [Fragaria x ananassa] 
169628 

LIB3234-087-Q1-K1-E8 

BLASTN 

g3004543 

281 

1.0e-157 

342 

95 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169629 

LIB3234-087-Q1-K1-E9 

BLASTX 

g2244749 

503 

4.0e-51 

96 
100 

(Z97335) hydroxymethyl transferase [Arabidopsis thaliana] 
169630 

LIB3234-087-Q1-K1-F1 

BLASTN 

gl360645 

35 

4.0e-10 

35 



23054 



% identity 100 

NCBI Description Arabidopsis thaliana cyclin (cyclbAt) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169631 

LIB3234-087-Q1-K1-F10 

BLASTX 

g3915847 

333 

3.0e-31 

75 
88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosorrtal protein S2 [Arabidopsis thaliana] 

169632 

LIB3234-087-Q1-K1-F11 

BLASTX 

g860891 

456 

1.0e-45 

92 
95 

(X87 636) PSII cytochome b559 alpha chain [Beta vulgaris] 
>gi_8608 97_emb_CAA60972_ (X87637) PSII cytochrome b599 
alpha chain [Beta vulgaris] 

169633 

LIB3234-087-Q1-K1-F12 

BLASTX 

g860891 

456 

1.0e-45 

92 

95 

(X87636) PSII cytochome b559 alpha chain [Beta vulgaris] 
>gi_860897_emb_CAA60972_ (X87637) PSII cytochrome b599 
alpha chain [Beta vulgaris] 

169634 

LIB3234-087-Q1-K1-F2 

BLASTX 

g2244970 

575 

1.0e-59 

113 
100 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
>gi_2326365_emb_CAA747 65_ (Y14423) putative cell wall 
protein [Arabidopsis thaliana] 

169635 

LIB3234-087-Q1-K1-F3 

BLASTX 

g4204299 

619 

9.0e-65 

120 



23055 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

169636 

LIB3234-087-Q1-K1-F6 

BLASTX 

gl402884 

536 

4.0e-55 

103 
98 

(X98130) unknown [Arabidopsis thaliana] 

>gi_14 95265_emb_CAA66120_ (X97488) beta-transducin like 
protein [Arabidopsis thaliana] 



Sea No 


169637 


Seq. ID 


LIB3234-087-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


571 


E value 


4 . 0e-59 


Match length 


112 


% identity 


100 


NCBI Description 


(Z97344) hypothetical prote 


Sea No. 


169638 


Seq. ID 


LIB32 34-087-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3462351 


BLAST score 


229 


E value 


5.0e-19 


Match length 


114 


% identity 


40 


NCBI Description 


(U85647) small optic lobes 


Seq. No. 


169639 


Seq. ID 


LIB3234-087-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3402716 


BLAST score 


184 


E value 


9.0e-14 


Match length 


85 


% identity 


49 


NCBI Description 


(AC004261) unknown protein 


Seq. No. 


169640 


Seq. ID 


LIB3234-087-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4732167 


BLAST score 


284 


E value 


1.0e-159 


Match length 


370 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F2 


Seq. No. 


169641 



23056 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-087-Q1-K1-G12 

BLASTX 

g4204308 

530 

2.0e-54 

103 

89 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169642 

LIB3234-087-Q1-K1-G3 

BLAST N 

g3337347 

187 

1.0e-101 

318 
98 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169643 

LIB3234-087-Q1-K1-G4 

BLAST N 

g2494110 

269 

1.0e-150 

305 

99 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169644 

LIB3234-087-Q1-K1-G5 

BLASTN 

g3860243 

355 

0.0e+00 

355 

100 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169645 

LIB3234-087-Q1-K1-G6 

BLASTN 

g3860243 

317 

1.0e-178 

349 

98 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



169646 

LIB3234-087-Q1-K1-G8 
BLASTX 



23057 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703115 
446 

2.0e-44 

83 
100 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169647 

LIB3234-087-Q1-K1-H1 

BLASTX 

g3983125 

590 

2.0e-61 

117 

99 

(AF097648 ) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

169648 

LIB3234-087-Q1-K1-H10 

BLASTX 

g2129767 

469 

4.0e-47 

101 

88 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 


169649 


Seq. ID 


LIB3234-087-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


327 


E value 


1.0e-30 


Match length 


69 


% identity 


91 


NCBI Description 


(AF095641) MTN3 homolog [Arabidopsis thaliana 


Seq. No. 


169650 


Seq. ID 


LIB3234-087-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g!742951 


BLAST score 


287 


E value 


3.0e-26 


Match length 


69 


% identity 


77 


NCBI Description 


(Y09817) Ca2+-ATPase [Arabidopsis thaliana] 


Seq. No. 


169651 


Seq. ID 


LIB3234-087-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g225279 



23058 



# 



BLAST score 


50 


E value 


5.0e-28 


Match length 


93 


% identity 


76 


NCBI Description 


rpoC-like ORF 236 [Nicotiana tabacum] 


Seq. No. 


169652 


Seq. ID 


LIB3234-087-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


— o o coin 

g225279 


BLAST score 


50 


E value 


3.0e-27 


Match length 


92 


% identity 


76 


NCBI Description 


rpoC-like ORF 236 [Nicotiana tabacum] 


Seq. No. 


169653 


Seq. ID 


LIB3234-087-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll9351 


BLAST score 


216 


E value 


2.0e-17 


Match length 


60 


% identity 


73 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_84 950_pir S07586 

phosphopyruvate hydratase (EC 4.2.1.11) - fruit fly 
(Drosophila melanogaster ) >gi_794 6_emb_CAA34 895_ (X17034) 
enolase (AA 1-433) [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169654 

LIB3234-087-Q1-K1-H7 

BLAST N 

g2564048 

351 

0. 0e+00 

363 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169655 

LIB3234-087-Q1-K1-H8 

BLASTN 

g2564048 

288 

1.0e-161 

331 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169656 

LIB3234-088-Q1-K1-A10 

BLASTX 

g2505870 

593 



23059 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-61 

120 
98 

(Y12227) 



hypothetical protein [Arabidopsis thaliana] 



169657 

LIB3234-088-Q1-K1-A11 

BLASTN 

g4510392 

98 

9.0e-48 

162 

90 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

169658 

LIB3234-088-Q1-K1-A2 

BLASTN 

g719276 

73 

7.0e-33 

144 

88 

Arabidopsis thaliana SABRE gene, exon 
169659 

LIB3234-088-Q1-K1-A3 

BLASTN 

g4733953 

89 

2.0e-42 

128 
96 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

169660 

LIB3234-088-Q1-K1-A4 

BLASTX 

gl724100 

290 

3.0e-26 

100 

57 

(U7 9765) porin [Mesembryanthemum crystallinum] 
169661 

LIB3234-088-Q1-K1-A5 

BLASTN 

gl279616 

170 

1.0e-90 

344 
88 

O.argillicola chloroplast 16S rRNA, trnl, trnA and 23S rRNA 
genes 



23060 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169662 

LIB3234-088-Q1-K1-A6 

BLASTX 

g!345973 

400 

4.0e-39 

92 

80 

OMEGA- 3 FATTY ACID DESATURASE 
>qi 541882 pir JQ2335 omega- 
1.14.99.-) CF3 - Arabidopsis 
omega-3 fatty acid desaturase 
>gi_471091_dbj_BAA04505_ (D17 
[Arabidopsis thaliana] >gi_ll 
microsomal omega-3 fatty acid 
thaliana] >gi_3420053 (AC0046 
desaturase [Arabidopsis thali 



ENDOPLASMIC RETICULUM 
3 fatty acid desaturase (EC 
thaliana >gi_408483 (L22931) 

[Arabidopsis thaliana] 
579) fatty acid desaturase 
977 95__dbj_BAA05514_ (D26508) 

desaturase [Arabidopsis 
80) omega-3 fatty acid 
ana] 



jc(|. IN U . 


1U JvUJ 


Seq. ID 


LIB3234-088-Q1-K1-A7 


TS/T/-> +- Vi /-\ /-4 


RT.A9TN 


NCBI GI 


g719276 


BLAST score 


333 


E value 




Match length 


^ R £ 


% identity 




"NT f" -1 ID T F^i o /~* •v i -)— -i /~\t-\ 

inodi uescripi.ioii 


/-ii. dU XUU^o -L o Uiict J_ J_ cilia OriDJAL y cue f cauii 


o e q . in o . 


-L O _7 U O *± 




LIB3234-08 8-O1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3935152 


BLAST score 


501 


E value 


6.0e-51 


Match length 


112 


% identity 


77 


NCBI Description 


(AC005106) T25N20.16 [Arabidopsis thaliana] 


Seq. No. 


169665 


Seq. ID 


LIB3234-088-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


gl279569 


BLAST score 


41 


E value 


6.0e-14 


Match length 


49 


% identity 


96 


NCBI Description 


Nicotiana acuminata chloroplast JLA region, 


Seq. No. 


169666 


Seq. ID 


LIB3234-088-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3152581 


BLAST score 


498 


E value 


1.0e-50 


Match length 


111 


% identity 


87 



l-1028bp 



23061 



NCBI Description 



(AC002986) Similar to E. coli sulfurtransf erase (rhodanese) 
gb_AE00338. ESTs gb_T03984, gb_T03983 and gb_W43228 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169667 

LIB3234-088-Q1-K1-B12 

BLASTX 

gll69598 

328 

1.0e-30 

73 
84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169668 

LIB3234-088-Q1-K1-B2 

BLASTX 

g3953471 

653 

9.0e-69 

121 
100 

(AC002328) F2202.16 [Arabidopsis thaliana] 
169669 

LIB3234-088-Q1-K1-B4 

BLASTX 

g2191151 

624 

2.0e-65 

121 

100 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169670 

LIB3234-088-Q1-K1-B5 

BLASTN 

g2191126 

94 

2.0e-45 

223 
95 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169671 

LIB3234-088-Q1-K1-B6 

BLASTX 

g2459445 

300 

2.0e-27 

114 

26 

(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



23062 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169672 

LIB3234-088-Q1-K1-B7 

BLASTX 

gl565227 

504 

3.0e-51 

94 
100 

(X95573) salt-tolerance zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169673 

LIB3234-088-Q1-K1-C1 

BLASTX 

g3169059 

208 

2.0e-16 

81 
49 

(AL023704) weak similarity to B.subtilis spore outgrowth f 
actor B [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169674 

LIB3234-088-Q1-K1-C10 
BLASTX 
gl345973 
392 

4.0e-38 
92 
79 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA0 4 505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj J3AA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169675 

LIB3234-088-Q1-K1-C11 

BLASTX 

g4538923 

175 

1.0e-12 

48 
71 

(AL04 9483) predicted protein destination factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169676 

LIB3234-088-Q1-K1-C12 

BLASTN 

g4678371 

321 



23063 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

359 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 

169677 

LIB3234-088-Q1-K1-C2 

BLASTX 

g4567286 

492 

7.0e-50 

117 

85. 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169678 

LIB3234-088-Q1-K1-C3 

BLASTN 

g2494110 

297 

1.0e-166 

332 
99 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

169679 

LIB3234-088-Q1-K1-C5 

BLASTX 

g4510397 

509 

7.0e-52 

100 

98 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
169680 

LIB3234-088-Q1-K1-C6 

BLASTN 

g4678371 

121 

1.0e-61 

257 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169681 

LIB3234-088-Q1-K1-C7 

BLASTN 

g2924257 

70 

4.0e-31 

184 

90 



23064 



® 



NCBI Description Tobacco chloroplast genome DNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169682 

LIB3234-088-Q1-K1-D1 

BLASTX 

gl402914 

547 

2.0e-56 

108 

100 

(X98318) peroxidase [Arabidopsis thaliana] 
169683 

LIB3234-088-Q1-K1-D10 

BLASTN 

g3395421 

356 

0. 0e+00 

360 

100 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169684 

LIB3234-088-Q1-K1-D2 

BLASTN 

g4455168 

307 

1.0e-172 

355 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169685 

LIB3234-088-Q1-K1-D4 

BLASTN 

g2459406 

199 

1.0e-108 

207 
99 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169686 

LIB3234-088-Q1-K1-D5 

BLASTN 

g2459406 

102 

1.0e-50 

122 
96 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



169687 



23065 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



LIB3234-088-Q1-K1-D6 

BLASTX 

g4587520 

361 

2.0e-34 

70 
100 

(AC007060) Strong similarity to gb_X71057 protein kinase 
from Nicotiana tabacum and contains PF_00069 eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169688 

LIB3234-088-Q1-K1-D8 

BLASTX 

g2347098 

331 

5.0e-31 

61 
100 

(U76845) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_44 90742_emb_CAB38904 . 1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169689 

LIB3234-088-Q1-K1-D9 

BLASTN 

g4519193 

362 

0. 0e+00 

362 

50 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC11, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169690 

LIB3234-088-Q1-K1-E1 

BLASTN 

g4467131 

285 

1.0e-159 

305 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20M13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169691 

LIB3234-088-Q1-K1-E11 

BLASTX 

g529353 

204 

1.0e-16 

58 
59 

(U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No. 
Seq. ID 



169692 

LIB3234-088-Q1-K1-E12 



23066 



Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


283 


E value 


3.0e-31 


Match length 


96 


% identity 


65 


NCBI Description 


(U12757) diphenol oxidase [Acer 


Seq. No. 


169693 


Seq. ID 


LIB3234-088-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4263753 


BLAST score 


307 


E value 


1.0e-172 


Match length 


383 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence [Arabidopsis 


Seq. No. 


169694 


Seq. ID 


LIB3234-088-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


330 


E value 


4 . 0e-31 


Match length 


84 


% identity 


64 


NCBI Description 


(U12757) diphenol oxidase [Acer 


Seq. No. 


169695 


Seq. ID 


LIB3234-088-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g267073 


BLAST score 


494 


E value 


4.0e-50 


Match length 


91 


% identity 


99 


NCBI Description 


TUBULIN BETA-2/BETA-3 CHAIN >gi 



60.5 cM, 



[Acer pseudoplatanus] 



0184__pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_1669Q0 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169696 

LIB3234-088-Q1-K1-E9 

BLASTX 

gl730512 

550 

1.0e-56 

119 
91 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi__1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



169697 

LIB3234-088-Q1-K1-F10 



23067 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



BLASTN 

g2760169 

216 

1.0e-U8 

232 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 

169698 

LIB3234-088-Q1-K1-F11 

BLASTN 

g4199934 

58 

7.0e-24 

122 
87 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169699 

LIB3234-088-Q1-K1-F12 

BLASTN 

g3449326 

301 

1.0e-169 

366 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

169700 

LIB3234-088-Q1-K1-F2 

BLASTN 

g2880038 

180 

1.0e-96 

359 
100 

Arabidopsis thaliana chromosome II BAC T11J7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169701 

LIB3234-088-Q1-K1-F3 

BLASTX 

gll69598 

305 

6.0e-28 

75 
76 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

169702 

LIB3234-088-Q1-K1-F6 
BLASTX 



23068 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g544415 
341 

4.0e-32 

123 

58 

GLYCEROL- 3 -PHOSPHATE DEHYDROGENASE MITOCHONDRIAL PRECURSOR 
(GPD-M) (GPDH-M) >gi_627 996__pir A54051 

glycerol-3-phosphate dehydrogenase (EC 1.1.99.5) precursor 
- rat >gi_4 93022 (U08027) glycerolphosphate dehydrogenase 
[Rattus norvegicus] >gi_603583_emb_CAA5532 9_ (X78593) 
glycerol-3-phosphate dehydrogenase [Rattus norvegicus] 

169703 

LIB3234-088-Q1-K1-F7 

BLASTN 

g4159708 

343 

0.0e+00 

355 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169704 

LIB3234-088-Q1-K1-F8 

BLASTX 

g543841 

471 

2.0e-47 

91 
100 

ADP-RIBOSYLATION FACTOR 1 >gi__322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_16658 6 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 63074 7_gb_AAD2 6597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

169705 

LIB3234-088-Q1-K1-F9 

BLASTN 

g2264302 

70 

5.0e-31 

139 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169706 

LIB3234-088-Q1-K1-G11 

BLASTX 

g4490292 

490 

1.0e-49 

96 

100 



23069 



NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169707 

LIB3234-088-Q1-K1-G12 

BLASTX 

g3935152 

445 

2.0e-44 

107 
72 

(AC005106) T25N20.16 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169708 

LIB3234-088-Q1-K1-G2 

BLASTN 

g2842474 

76 

3.0e-35 

92 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169709 

LIB3234-088-Q1-K1-G3 

BLASTN 

g3869067 

56 

8.0e-23 

210 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCK7, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169710 

LIB3234-088-Q1-K1-G4 

BLASTN 

g3449327 

114 

2.0e-57 

249 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169711 

LIB3234-088-Q1-K1-G5 

BLASTN 

g3449327 

92 

2.0e-44 

165 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA2 3 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 



169712 



23070 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-088-Q1-K1-G6 

BLASTN 

g2564050 

363 

0.0e+00 

371 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169713 

LIB3234-088-Q1-K1-G9 

BLASTX 

g913631 

158 

1.0e-10 

88 
39 

class-3 aldehyde dehydrogenase, class-3 ALDH 
[Synechococcus, PCC7942, Peptide, 459 aa] 

>gi_2351120_dbj_BAA22052_ (D32049) Aldehyde dehydrogenase 

[Synechococcus PCC7942] >gi_1092 933_prf 2102241A aldehyde 

dehydrogenase [Synechococcus sp.] 

169714 

LIB3234-088-Q1-K1-H1 

BLASTN 

g4376087 

66 

5.0e-29 

109 

91 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169715 

LIB3234-088-Q1-K1-H10 

BLASTX 

g2924512 

638 

5.0e-67 

121 

98 

(AL022023) 
thaliana] 



beta-galactosidase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169716 

LIB3234-088-Q1-K1-H11 

BLASTX 

g4586594 

494 

4.0e-50 

102 
75 

(AB025001) polyubiquitin [Cicer arietinum] 



Seq. No. 



169717 



23071 



Seq. ID 


LIB3234-088-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


g870791 


BLAST score 


69 


•£ value 


1.0e-30 


Match length 


216 


% identity 


58 


NCBI Description 


Arabidopsis thaliana polyubiquitin 




cds 


Seq. No. 


169718 


Seq. ID 


LIB3234-088-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g21913 


BLAST score 


176 


E value 


5.0e-13 


Match length 


87 


% identity 


38 


NCBI Description 


(X62626) vicilin [Theobroma cacao] 


Seq. No. 


169719 


Seq, ID 


LIB3234-088-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2182287 


BLAST score 


107 


E value 


3.0e-53 


Match length 


298 


% identity 


85 



mRNA, complete 



NCBI Description 



Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169720 

LIB3234-088-Q1-K1-H4 

BLASTX 

g 4469408 

296 

7.0e-27 
115 

55 

(AF116527) MADS box protein FLOWERING LOCUS F 
thaliana] >gi_4 4 69410_gb_AAD2124 9_ (AF116528) 



[Arabidopsis 
MADS box 



protein FLOWERING LOCUS F [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169721 

LIB3234-088-Q1-K1-H5 

BLASTN 

g870791 

61 

8.0e-26 

69 

52 

Arabidopsis thaliana polyubiquitin (ubqlO) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 



169722 

LIB3234-088-Q1-K1-H6 
BLASTN 



23072 



ffr 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2764733 
251 

1.0e-139 

251 
100 

Arabidopsis thaliana plastid ndhB gene, exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169723 

LIB3234-088-Q1-K1-H7 

BLASTN 

g4757407 

61 

9.0e-26 

93 
91 

Arabidopsis thaliana genomic DNA, 
MQD19, complete sequence 



chromosome 5, PI clone: 



169724 

LIB3234-088-Q1-K1-H8 

BLASTX 

g2191185 

501 

6.0e-51 

103 
99 

(AF007271) A TM021B04.6 gene product 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169725 

LIB32 34-08 9-P1-K1-A1 

BLASTN 

g2924257 

49 

7.0e-19 

65 

94 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169726 

LIB3234-089-P1-K1-A10 

BLASTN 

g3402747 

335 

0.0e+00 

362 
98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T6K22 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169727 

LIB3234-08 9-P1-K1-A11 

BLASTN 

g4757415 

359 

0.0e+00 

371 

99 



23073 




NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN21, complete sequence 



Seq. No. 


169728 


Seq. ID 


LIB 52. J 4 -Uo y— Fl — K±— AlZ 


Method 


BLASTX 


NCBI GI 


gl778141 


BLAST score 


302 


E value 


1.0e-27 


Match length 


83 


% identity 


76 


NCBI Description 


(U66321) phosphate/phosphoenolpyruvate translocator 




precursor; PPT [Arabidopsis thaliana] 


Seq. No. 


169729 


Seq. ID 


LIB32 J4-Uo y-Pl-Kl-Az 


Method 


BLASTX 


NCBI GI 


g4586249 


BLAST score 


341 


E value 


4.0e-32 


Match length 


114 


% identity 


57 


NCBI Description 


(AL049640) putative pollen surface protein [Arabidops 




thaliana] 


Seq. No. 


169730 


Seq. ID 


LIB3234-089-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


618 


E value 


1.0e-64 


Match length 


121 


% identity 


98 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


169731 


Seq. ID 


LIB3234-08 9-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


597 


E value 


3.0e-62 


Match length 


118 


% identity 


97 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thaliana] 


Seq. No. 


169732 


Seq. ID 


LIB3234-08 9-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3128199 


BLAST score 


180 


E value 


3.0e-13 


Match length 


73 


% identity 


53 


NCBI Description 


(AC004521) putative proteinase [Arabidopsis thaliana] 


Seq. No. 


169733 


Seq. ID 


LIB3234-08 9-P1-K1-A7 



23074 



Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


341 


E value 


4.0e-32 


Match length 


3 f 


% identity 


71 


NCBI Description 


12S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

169734 

LIB3234-08 9-P1-K1-A8 

BLASTX 

g99992 

326 

2.0e-30 

88 

42 

protein disulfide-i some rase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

169735 

LIB3234-08 9-P1-K1-A9 

BLASTN 

g3449314 

20 

3.0e-01 

177 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22F20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169736 

LIB3234-08 9-P1-K1-B1 

BLASTN 

g2673901 

312 

1.0e-175 

364 
96 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169737 

LIB3234-089-P1-K1-B10 

BLASTX 

gl402904 

579 

5.0e-60 

115 

97 

(X98313) peroxidase [Arabidopsis thaliana] 



Seq. No. 



169738 



23075 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-08 9-P1-K1-B11 

BLASTX 

gl28838 

126 

4.0e-47 

120 
77 

NADH-PLASTOQUINONE OXIDOREDUCTASE 4 9 KD SUBUNIT, 

CHLOROPLAST (ORF 393) >gi_82215_pir A05216 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 393 - common 
tobacco chloroplast >gi_1223674_emb_CAA77398_ (Z00044) NADH 
dehydrogenase 4 9kD subunit [Nicotiana tabacum] 
>gi_225262_prf 1211235CX ORF 393 [Nicotiana tabacum] 



Seq. No. 


169739 




Seq. ID 


LIB3234-089-P1-K1-B12 


Method 


BLASTX 




NCBI GI 


g3980380 




BLAST score 


461 




E value 


2.0e-46 




Match length 


94 




% identity 


100 




NCBI Description 


(AC004561) 


putative enolase 


Seq. No, 


169740 




Seq. ID 


LIB3234-0S 


39-P1-K1-B2 


Method 


BLASTX 




NCBI GI 


g76189 




BLAST score 


163 




E value 


3.0e-ll 




Match length 


98 




% identity 


41 




NCBI Description 


hypothetical 17K protein (b 



coli >gi_455168 (J04423) ORF 1 [Escherichia coli] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169741 

LIB3234-08 9-P1-K1-B4 

BLAST N 

gl313927 

57 

3.0e-23 

251 
81 

B.oleracea mRNA for IFA binding protein (splO) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169742 

LIB3234-089-P1-K1-B5 

BLASTN 

gl313927 

57 

3.0e-23 

251 
81 

B.oleracea mRNA for IFA binding protein (splO) 



Seq. No. 
Seq. ID 



169743 

LIB3234-089-P1-K1-B6 



23076 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760606 

168 

1.0e-38 

123 
62 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_45394 51_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169744 

LIB3234-08 9-P1-K1-B8 

BLASTN 

gl402935 

64 

2.0e-27 

121 

85 

A. thaliana genomic DNA fragment (ecotype MARBURG- 0 ) 
169745 

LIB3234-089-P1-K1-C1 

BLASTX 

g266693 

282 

2.0e-25 
89 

73 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA4 4225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169746 

LIB32 34-08 9-P1-K1-C10 

BLASTX 

gl31150 

516 

1.0e-52 

106 
92 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_81515_pir S00445 photosystem I protein A2 - spinach 

chloroplast >gi_12271_emb_CAA277 4 5_ (X04131) psaB gene 
product (aa 1-734) P700 chlorophyll a apoprotein [Spinacia 

oleracea] >gi_2254 22_prf 1303218B gene psaB [Spinacia 

oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169747 

LIB3234-089-P1-K1-C11 

BLASTN 

g4581138 

33 

3.0e-09 



23077 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
86 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

169748 

LIB3234-089-P1-K1-C12 

BLASTN 

g4585952 

156 

1.0e-82 

160 
99 

Genomic sequence for Arabidopsis thaliana BAC F2 6F24, 
complete sequence 

169749 

LIB3234-089-P1-K1-C2 

BLASTX 

g4512615 

422 

8.0e-42 



3-isopropylmalate 
EST gb_F14 478 



Seq. No. 
Seq. ID 
Method 



86 

(AC004793) Strong similarity to gb_X59970 
dehydrogenase (IMDH) from Brassica napus. 
comes from this gene. [Arabidopsis thaliana] 

169750 

LIB3234-089-P1-K1-C4 

BLASTX 

gl6245 

163 

1.0e-ll 

76 

49 

(X51514) precursor acetolactate synthase (670 AA) 
[Arabidopsis thaliana] 

169751 

LIB3234-08 9-P1-K1-C6 

BLASTX 

g399091 

410 

2.0e-40 

91 

91 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(HH — PPASE) >gi__282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 

169752 

LIB3234-089-P1-K1-D1 
BLASTN 



23078 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159699 
337 

0. Oe+00 

362 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16E1, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169753 

LIB3234-089-P1-K1-D10 

BLASTN 

g3810584 

40 

4.0e-13 

40 
100 

Arabidopsis thaliana chromosome II BAC T6B13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169754 

LIB3234-08 9-P1-K1-D12 

BLASTX 

gl345973 

431 

1.0e-42 

97 
81 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi__3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 


169755 




Seq. ID 


LIB3234-08 


9-P1-K1-D2 


Method 


BLASTX 




NCBI GI 


g3869088 




BLAST score 


542 




E value 


1.0e-55 




Match length 


105 




% identity 


99 




NCBI Description 


(AB019427) 


elongation 


Seq. No. 


169756 




Seq. ID 


LIB3234-08 


9-P1-K1-D3 


Method 


BLASTX 




NCBI GI 


g2462746 




BLAST score 


287 




E value 


8 ,0e-26 




Match length 


65 




% identity 


88 




NCBI Description 


(AC002292) 


Similar to 




thaliana] 





Similar to ATP-citrate-lyase [Arabidopsis 



23079 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169757 

LIB3234-08 9-P1-K1-D5 

BLASTX 

gl29868 

303 

5.0e-28 

72 
85 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 

>gi_100816_pir S14 962 plastoquinol — plastocyanin reductase 

(EC 1.10.99.1) 17K protein - wheat chloroplast 
>gi_12364_emb_CAA38552_ (X54751) subunit IV of cytochrome 
bf complex [Triticum aestivum] 



Seq. No. 


169758 


Seq. ID 


LIB3234-08 9-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g2828180 


BLAST score 


337 


E value 


0 . 0e+00 


Match length 


368 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MDK4 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


169759 


Seq. ID 


LIB3234-089-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl800281 


BLAST score 


492 


E value 


7.0e-50 


Match length 


104 


% identity 


19 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 


Seq. No. 


169760 


Seq. ID 


LIB3234-08 9-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl724100 


BLAST score 


359 


E value 


3.0e-34 


Match length 


96 


% identity 


72 


NCBI Description 


(U7 97 65) porin [Mesembryanthemum crystallinum] 


Seq. No. 


169761 


Seq. ID 


LIB3234-089-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl698582 


BLAST score 


245 


E value 


7.0e-21 


Match length 


112 


% identity 


48 


NCBI Description 


(U60767) integral membrane protein OsNramp3 [Oryza 


Seq. No. 


169762 



clone : 



23080 



Seq. ID 


LIB3234-089-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3860243 


BLAST score 


JUI 


E value 


1.0e-169 


Match length 


379 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar« 


Seq. No, 


169763 


Seq. ID 


LIB3234-08 9-P1-K1-E2 


Method 


BLASTX 


XT/TO t /~i -r 

NCBI GI 


gob bo Uo / 


BLAST score 


283 


E value 


2.0e-25 


Match length 


74 


% identity 


21 


NCBI Description 


(AC004667) hypothetical protein 


Seq. No. 


169764 


Seq. ID 


LIB3234-08 9-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3176695 


BLAST score 


140 


E value 


5 . Oe-73 


Match length 


260 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence contains phyA marker, 




[Arabidopsis thaliana] 


Seq. No. 


169765 


Seq. ID 


LIB3234-08 9-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3059018 


BLAST score 


272 


E value 


1.0e-151 


Match. length 


335 


% identity 


95 



I BAC F14J9 genomic 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 

169766 

LIB3234-089-P1-K1-E5 

BLASTN 

g3059018 

277 

1.0e-154 

336 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 



169767 

LIB3234-08 9-P1-K1-E6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl350965 
518 

7.0e-53 

100 

98 

4 OS RIBOSOMAL PROTEIN S23 (S12) 
169768 

LIB3234-089-P1-K1-E8 

BLASTN 

g3695386 

251 

1.0e-139 

326 

94 

Arabidopsis thaliana BAC T2L5 
169769 

LIB3234-089-P1-K1-F1 

BLASTN 

g4432829 

68 

4.0e-30 

159 

86 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169770 


Seq. ID 


LIB3234-08 9-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll09699 


BLAST score 


604 


E value 


6.0e-63 


Match length 


125 


% identity 


94 


NCBI Description 


(X83381) gibberellin 20 


Seq. No. 


169771 


Seq. ID 


LIB3234-08 9-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3157937 


BLAST score 


540 


E value 


2.0e-55 


Match length 


122 


% identity 


84 


NCBI Description 


(AC002131) Identical to 



from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb AA728734, gb 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169772 

LIB3234-089-P1-K1-F12 

BLASTN 

g3510345 

117 
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E value 


3.0e-59 


Match length 


188 


% identitv 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MNJ8, complete sequence [Arabidopsis thaliana] 


Sea No . 


169773 


Seq. ID 


LIB3234-089-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g4756963 


BLAST score 


223 


E value 


1. Oe-122 


Match length 


344 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 




fESSA oroiect) 


Seq. No. 


169774 


Qpa TD 


LIB3234-08 9-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


456 


F! V3 1 11 P 

i_i V G-L 


1 . Oe-45 


L ld-L.' 11 J_ CI Ivj L.11 


99 


% -1 Hpmt -t f V 
o J- i i _l c y 


92 


TvT f 1 "R T no^rri "0"t"i on 


/ ATO (1 fi? ? ^ 1 mii* ;=) 1~ i vp rrl nran svntha^p \ Arab i dons i s thaliana 


kj • i 


169775 


o C *J • 1U 


T,TB^?^4-089-P1 -K1 -F4 


Mpt" h\ oH 


BLASTX 


NCBI GI 


g2262167 


BLAST score 


222 


E value 


2 . Oe-18 


Match length 


71 


% i Hpnt "i t v 


68 


NCBI Descriotion 


(AC00232 9) cytosolic ribosomal protein S4 [Arabidopsis 




thaliana ] 


Seq . No . 


169776 


Seq. ID 


LIB3234-08 9-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


266 


F. XTPl 1 IIP 


2 Oe-23 


lid LL>U -LCliy UI1 


94 


£• \ Hpni' "i Y\7 

O ±U.^311 1 L l_ y 


64 




(DRfil??} Men ? — li Ice* nrntpin T Arsbi dnnq "i ^ thaliana 1 

\ UO / llC -Li- J L Pi. C £J J_ \J L. C _L 11 |_ ^li- CI Jw 1 X O J_ O L.11CJ.J — LClliCl j 


kj . IN V_/ * 


169777 


Seq. ID 


LIB3234-08 9-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


g3402695 


BLAST score 


262 


E value 


1.0e-145 


Match length 


321 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T3K9 genomic 
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sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169778 

LIB3234-089-P1-K1-F8 

BLASTN 

g4756963 

56 

8.0e-23 

79 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169779 

LIB3234-08 9-P1-K1-G1 

BLASTX 

gll68258 

501 

6.0e-51 

118 
84 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 


169780 




Seq. ID 


LIB3234-089-P1- 


-K1-G10 


Method 


BLASTX 




NCBI GI 


g4063552 




BLAST score 


609 




E value 


1.0e-63 




Match length 


125 




% identity 


98 




NCBI Description 


(AF035908) ATP 


synthase beta 


Seq. No. 


169781 




Seq. ID 


LIB3234-089-P1- 


-K1-G12 


Method 


BLASTN 




NCBI GI 


g3510339 




BLAST score 


154 




E value 


4.0e-81 




Match length 


331 




% identity 


99 




NCBI Description 


Arabidopsis thaliana genomic 




K3K7, complete 


sequence [Arab 


Seq. No. 


169782 




Seq. ID 


LIB3234-089-P1 


-K1-G2 


Method 


BLASTN 




NCBI GI 


g2098816 




BLAST score 


273 




E value 


1.0e-152 




Match length 


348 





TAC clone 



% identity 

NCBI Description 



100 

Arabidopsis thaliana BAC F19G10, complete sequence 



Seq. No. 



169783 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-089-P1-K1-G4 

BLASTN 

g3063438 

324 

0.0e+00 

363 

76 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

169784 

LIB3234-08 9-P1-K1-G5 

BLASTN 

g3063438 

339 

0.0e+00 

363 

77 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169785 

LIB3234-089-P1-K1-G6 

BLASTN 

g3510339 

33 

3.0e-09 

49 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

169786 

LIB3234-089-P1-K1-G7 

BLASTX 

g4204298 

517 

8.0e-53 

99 
99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169787 

LIB3234-089-P1-K1-G8 

BLASTN 

g4585891 

341 

0.0e+00 

353 

99 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 



169788 

LIB3234-08 9-P1-K1-G9 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl345973 
656 

4.0e-69 

122 

98 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197 7 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169789 

LIB3234-089-P1-K1-H1 

BLASTX 

g4249382 

96 

5.0e-42 

120 
76 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb AC004481. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169790 

LIB3234-089-P1-K1-H10 

BLAST N 

g3319359 

288 

1.0e-161 

381 
92 

Arabidopsis thaliana BAC T7M24 
169791 

LIB3234-089-P1-K1-H12 

BLASTX 

g4249382 

412 

2.0e-40 

91 
84 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169792 

LIB3234-089-P1-K1-H2 

BLASTX 

g3334124 

448 

1.0e-44 
105 
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NCBI Description 



ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_1655482_dbj_BAA13600_ (088375^) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169793 

LIB3234-089-P1-K1-H3 

BLASTX 

g2894574 

521 

3.0e-53 

105 

97 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341__emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



o e q . ln o . 




beq. id 


T TR^9?4-flPQ-P1 -Kl — "H 4 










hSLAbi score 


1 X X 


E value 


1.0e-55 


Match length 


202 


% identity 


91 


NCBI Description 


Arabidopsis thaliana BAC T7M24 


Seq. No. 


169795 


Seq. ID 


LIB3234-089-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g66179 


BLAST score 


575 


E value 


1.0e-59 


Match length 


125 


% identity 


87 


NCBI Description 


NADH dehydrogenase (ubiquinone 




common tobacco chloroplast >gi 




dehydrogenase 4-like ORF 509B 


Seq. No. 


169796 


Seq. ID 


LIB3234-089-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2498731 


BLAST score 


208 


E value 


1.0e-16 



(EC 1.6.5. 



3) chain 4 - 
1211235CP NADH 



Match length 

% identity 

NCBI Description 



77 
56 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_8864 28_emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169797 

LIB3234-089-P1-K1-H8 

BLASTN 

g3128143 

350 



23087 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

370 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

169798 

LIB3234-089-P1-K1-H9 

BLASTX 

gll70939 

442 

5. Oe-44 

90 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYL TRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi 1084408_pir S46540 methionine adenosyltransf erase (EC 

2.571.6) - tomato >gi_429108_emb_CAA80867__ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169799 

LIB3234-090-P1-K1-A10 

BLASTX 

g!170619 

197 

2.0e-26 

77 
90 

KINES IN-LIKE PROTEIN A >gi_47 95 94_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

169800 

LIB3234-090-P1-K1-A11 

BLASTN 

g4388714 

249 

1.0e-138 

374 

86 

Arabidopsis thaliana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169801 

LIB3234-090-P1-K1-A12 

BLASTX 

g2851508 

624 

2.0e-65 

118 

100 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 
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gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

Seg. No. 169802 

Seq. ID LIB3234-090-P1-K1-A3 

Method BLASTN 

NCBI GI g2244747 

BLAST score 51 

E value 6.0e-20 

Match length 103 

% identity 87 

NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

Seq. No. 169803 

Seq. ID LIB3234-090-P1-K1-A5 

Method BLASTN 

NCBI GI g2342717 

BLAST score 82 

E value 6.0e-39 

Match length 82 

% identity 62 

NCBI Description Arabidopsis thaliana chromosome II BAC T14G11 _ genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 169804 

Seq. ID LIB3234-090-P1-K1-A6 

Method BLASTX 

NCBI GI g3421102 

BLAST score 4 64 

E value 1.0e-4 6 

Match length 87 

% identity 100 

NCBI Description (AF043530) 20S proteasome beta subunit PBB1 [Arabidopsis 
thaliana] 

Seq. No. 169805 

Seq. ID LIB3234-090-P1-K1-A7 

Method BLASTX 

NCBI GI g!531762 

BLAST score 195 

E value 5.0e-15 

Match length 51 

% identity 75 

NCBI Description (Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

Seq. No. 169806 

Seq. ID LIB3234-090-P1-K1-A9 

Method BLASTX 

NCBI GI g461903 

BLAST score 501 

E value 6.0e-51 

Match length 106 

% identity 89 

NCBI Description PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 



23089 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_405129 
(L14844) cyclophilin [Arabidopsis thaliana] 
>gi_44 90326_enib_CAB38 608. 1__ (AL035656) peptidylprolyl 
isomerase R0C1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169807 

LIB32 34-090-P1-K1-B1 

BLASTN 

g4199934 

281 

1.0e-157 

346 
92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169808 

LIB3234-090-P1-K1-B10 

BLASTN 

g4753195 

71 

1.0e-31 

184 

84 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

169809 

LIB3234-090-P1-K1-B11 

BLASTX 

g99749 

547 

3.0e-56 

119 

90 

probable serine/threonine-specif ic protein kinase ATPK64 
(EC 2.7.1.-) - Arabidopsis thaliana 
>gi_21784 3_dbj_BAA01731_ (D10937) protein kinase 
[Arabidopsis thaliana] 

169810 

LIB3234-090-P1-K1-B12 

BLASTN 

g4159707 

151 

2.0e-79 

324 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169811 

LIB3234-090-P1-K1-B4 

BLASTX 

g4415920 

507 

2.0e-51 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 
90 

(AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



169812 

LIB3234-090-P1-K1-B6 

BLASTN 

g3355463 

378 

0.0e+00 

378 

100 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169813 

LIB3234-090-P1-K1-B7 

BLASTX 

g2982452 

337 

1.0e-31 

122 
9 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 


169814 


Seq. ID 


LIB3234-090-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3170525 


BLAST score 


541 


E value 


1.0e-55 


Match length 


120 


% identity 


84 


NCBI Description 


(AF054615) cellulase [Fraga 


Seq. No. 


169815 


Seq. ID 


LIB3234-090-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl40285 


BLAST score 


199 


E value 


2.0e-15 


Match length 


62 


% identity 


69 


NCBI Description 


HYPOTHETICAL 19 KD PROTEIN 


>gi_2924263_emb_CAA77415_ ( 




tabacum] 


Seq. No. 


169816 


Seq. ID 


LIB3234-090-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


223 


E value 


3.0e-18 


Match length 


79 


% identity 


57 
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NCBI Description (AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 

Seq. No. 169817 

Seq. ID LIB3234-090-P1-K1-C12 

Method BLASTX 

NCBI GI gl002803 

BLAST score 398 

E value 8.0e-39 

Match length 95 

% identity 84 

NCBI Description (U33932) flavanone 3-hydroxylase [Arabidopsis thaliana] 

Seq. No. 169818 

Seq. ID LIB3234-090-P1-K1-C5 

Method BLASTN 

NCBI GI g4557061 

BLAST score 141 

E value 2.0e-73 

Match length 177 

% identity 38 

NCBI Description Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 169820 

Seq. ID LIB3234-090-P1-K1-D1 

Method BLASTN 

NCBI GI g4220641 

BLAST score 38 

E value 1.0e-12 

Match length 67 

% identity 83 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 

Seq. No. 169821 

Seq. ID LIB3234-090-P1-K1-D10 

Method BLASTX 

NCBI GI g4454480 

BLAST score 2 99 

E value 3.0e-27 

Match length 85 

% identity 59 

NCBI Description (AC006234) putative (1-4 } -beta-mannan endohydrolase 
[Arabidopsis thaliana] 

Seq. No. 169822 



169819 

LIB3234-090-P1-K1-C8 

BLASTX 

gll09699 

526 

8.0e-54 

100 
100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



23092 



LIB3234-090-P1-K1-D11 

BLASTN 

g4662640 

355 

O.Oe+00 

370 

51 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

169823 

LIB3234-090-P1-K1-D2 

BLASTX 

g544424 

434 

4.0e-43 

85 
99 

GLYCINE-RICH RNA- BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi 16301_emb_CAA7 8711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1__AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

169824 

LIB3234-090-P1-K1-D3 

BLASTX 

g3273743 

611 

8.0e-64 

116 

100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 169825 

Seq. ID LIB3234-090-P1-K1-D4 

Method BLASTX 

NCBI GI gl490554 

BLAST score 547 

E value 3.0e-56 

Match length 124 

% identity 89 

NCBI Description (U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

Seq. No. 169826 

Seq. ID LIB3234-090-P1-K1-D5 

Method BLASTN 

NCBI GI g3869074 

BLAST score 154 

E value 3.0e-81 

Match length 258 

% identity 99 



23093 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169827 

LIB3233-090-P1-K1-D6 

BLASTX 

gll42594 

217 

1.0e-17 

43 

98 

(U13703) ATP synthase CF-0 subunit I [Brassica oleracea] 
169828 

LIB3234-090-P1-K1-D7 

BLASTN 

g4699904 

132 

2.0e-68 

136 
64 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 

169829 

LIB3234-090-P1-K1-E10 

BLASTX 

gl40299 

270 

8.0e-24 

124 

50 

CYTOCHROME C BIOGENESIS PROTEIN CCSA >gi_82213_pir A05213 

hypothetical protein 313 - common tobacco chloroplast 
>gi_1223666_emb_CAA77395_ (Z00044) c-type cytochrome 
synthesis protein [Nicotiana tabacum] 

>gi_225254_prf 1211235CN ORF 313 [Nicotiana tabacum] 

169830 

LIB3234-090-P1-K1-E11 

BLASTX 

g4006827 

428 

2.0e-42 
125 
67 

(AC005970 



subtilisin-like protease [Arabidopsis thaliana] 



169831 

LIB3234-090-P1-K1-E12 

BLASTX 

gl345944 

279 

7.0e-25 

69 
78 

3-OXOACYL- [ACYL-CARRIER-PROTEIN] 



SYNTHASE III PRECURSOR 
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{ BETA-KETOACYL-ACP SYNTHASE III) (KAS III) >gi_598075 
(L318 91) 3-ketoacyl-acyl carrier protein synthase III (KAS 
III) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169832 

LIB3234-090-P1-K1-E2 

BLASTX 

gl35858 

292 

2.0e-26 

57 
100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi 997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >giJL6182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169833 

LIB3234-090-P1-K1-E5 

BLASTX 

g2789434 

146 

3.0e-09 

98 
30 

(AB001389) CLB1 [Lycopersicon esculentum] 
169834 

LIB3234-090-P1-K1-E6 

BLASTX 

g2129642 

640 

3.0e-67 

117 

99 

major latex protein type 3 - Arabidopsis thaliana 
>gi_1107 4 95_emb_CAA63027_ (X91961) major latex protein 
type3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169835 

LIB3234-090-P1-K1-E7 

BLASTX 

g3643602 

477 

4.0e-48 

88 
100 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



169836 

LIB3234-090-P1-K1-F1 

BLASTX 

gll4661 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



599 

2.0e-62 

123 

93 

ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT IV) 

>gi 67 924_pir LWNT6 H+-transporting ATP synthase (EC 

3.671.34) chain a - common tobacco chloroplast 
>gi 11813_emb_CAA77344_ (Z00044) ATPase sunthase IV subunit 
[Nicotiana tabacum] >gi_225273_prf_1211235H ATPase a 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169837 

LIB3234-090-P1-K1 

BLASTX 

g4741196 

390 

7.0e-38 
125 
70 

(AL049746) 
thaliana] 



-F12 



ABC-type transport-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169838 

LJB3234-090-P1-K1-F2 

BLASTN 

g3894179 

203 

1.0e-110 

323 
90 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169839 

LIB3234-090-P1-K1-F3 

BLASTN 

g4757403 

262 

1.0e-145 

379 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169840 

LIB3234-090-P1-K1-F5 

BLASTN 

g2564051 

155 

6.0e-82 

232 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



169841 

LIB3234-090-P1-K1-F6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4741184 

44 

2.0e-15 

89 
96 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T23J7 



Seq. No. 
Seq. ID 
Method 



169842 

LIB3234-090-P1-K1-F7 

BLASTN 

g2618599 

366 

0.0e+00 

378 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 

169843 

LIB3234-090-P1-K1-F9 

BLASTX 

g728868 

155 

2.0e-10 

75 
43 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG ( PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb__CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 

169844 

LIB3234-090-P1-K1-G1 

BLASTX 

g4581146 

415 

6.0e-41 

85 
99 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

169845 

LIB3234-090-P1-K1-G11 

BLASTX 

gl864017 

578 

6.0e-60 

110 
100 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
169846 

LIB3234-090-P1-K1-G12 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4519194 
301 

1.0e-169 

378 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169847 

LIB3234-090-P1-K1-G3 

BLASTN 

gl495254 

175 

1.0e-93 

212 
100 

A. thaliana mRNA for unknown protein, ORF02 
169848 

LIB3234-090-P1-K1-G4 

BLASTN 

g3746057 

356 

0.0e+00 
381 
9 8 

Arabidopsis thaliana chromosome II BAC T16B12 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169849 

LIB3234-090-P1-K1-G5 

BLASTN 

g4191760 

383 

0. 0e+00 

383 

100 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

169850 

LIB3234-090-P1-K1-G6 

BLASTN 

g3449333 

371 

0.0e+00 

387 

35 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXF12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169851 

LIB3234-090-P1-K1-H10 

BLASTX 

g4559384 

215 

2.0e-17 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
67 

(AC006526) unknown protein [Arabidopsis thaliana] 
169852 

LIB3234-090-P1-K1-H11 

BLASTX 

g3212877 

527 

6.0e-54 

120 
89 

(AC004005) Lea-like protein [Arabidopsxs thaliana] 
169853 

LIB3234-090-P1-K1-H12 

BLASTX 

g267073 

674 

3.0e-71 

124 
99 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320 18 4_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

169854 

LIB3234-090-Pl-Kl-<H4 

BLASTX 

g3021282 

668 

2.0e-70 

124 

100 

(AL022347) serine/threonine - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169855 

LIB3234-090-P1-K1-H5 

BLASTX 

g3021282 

233 

1.0e-19 
79 
62 

(AL022347; 
thaliana] 



serine/threonine - like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169856 

LIB3234-090-P1-K1-H6 

BLASTX 

g2961373 

288 

6.0e-26 

102 
57 
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NCBI Description (AL022141) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169857 

LIB3234-090-P1-K1-H7 

BLASTN 

g4580520 

194 

1.0e-105 

198 
99 

Arabidopsis 
cds 



thaliana scarecrow-like 7 (SCL7) mRNA, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169858 

LIB3234-090-P1-K1-H9 

BLASTX 

g2078350 

239 

3. Oe-20 

85 

61 

(U95923) transaldolase [Solanum tuberosum] 
169859 

LIB3234-091-P1-K1-A1 

BLASTX 

g!592677 

188 

3-0e-14 

38 
97 

(X91912) LEA7 6 homologue type2 [Arabidopsis thaliana] 
169860 

LIB3234-091-P1-K1-A10 

BLASTN 

g3449320 

327 

0.0e+00 

368 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17 , complete sequence [Arabidopsis thaliana] 

169861 

LIB3234-091-P1-K1-A11 

BLASTX 

g729486 

144 

5.0e-09 

79 

42 

PRE-RRNA PROCESSING PROTEIN FHL1 >gi_62 6950_pir S43738 

transcription activator FHL1 - yeast (Saccharomyces 
cerevisiae) >gi_454255_emb_CAA82202_ (Z28348) Fhllp 
[Saccharomyces cerevisiae] >gi_914975 (U32445) Pre-rRNA 



23100 



processing protein Fhll (Swiss Prot . accession number 
P39521) [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169862 

LIB3234-091-P1-K1-A12 

BLASTX 

g2827528 

304 

8.0e-28 

95 
59 

(AL021633) predicted protein [Arabidopsis thaliana] 
169863 

LIB3234-091-P1-K1-A2 

BLASTX 

g3335169 

483 

9.0e-49 

113 

76 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo -specif ic 
protein 1 (ATS1) [Arabidopsis thaliana] 

169864 

LIB3234-091-P1-K1-A3 

BLASTX 

g2605714 

338 

6.0e-32 

65 
100 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-091-P1-K1-A4 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



169865 
LIB3234 
BLASTX 
gll4654 
289 

5.0e-26 

81 

79 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898jpir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

169866 

LIB3234-0 91-P1-K1-A5 

BLASTX 

g2980798 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 

5.0e-20 

68 
84 

(AL022197) putative protein [Arabidopsis thaliana] 
169867 

LIB3234-091-P1-K1-A6 

BLASTX 

g3935151 

495 

3.0e-50 

91 

100 

(AC005106) T25N20.15 [Arabidopsis thaliana] 



169868 

LIB3234-091-P1-K1-A8 

BLASTX 

g2894574 

472 

1.0e-47 

90 

99 

(AL021890) peroxidase prxrl 
>gi_2 96134 l__emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



169869 

LIB3234-091-P1-K1-B1 

BLASTN 

g2182289 

323 

0.0e+00 

373 

96 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



169870 

LIB3234-091-P1-K1-B10 

BLASTN 

g2924653 

226 

1.0e-124 

370 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7, complete sequence [Arabidopsis thaliana] 



PI clone 



169871 

LIB3234- 

BLASTX 

gl32939 

406 

5.0e-40 
78 



091-P1-K1-B11 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

169872 

LIB3234-091-P1-K1-B12 

BLASTX 

gl710530 

550 

1.0e-56 

103 

96 

60S RIBOSOMAL PROTEIN L27A >gi_21297 19jpir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

169873 

LIB3234-091-P1-K1-B2 

BLASTX 

g2645971 

580 

3.0e-60 

110 

98 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

169874 

LIB3234-091-P1-K1-B3 

BLASTN 

g2656030 

337 

0.0e+00 

375 

98 

Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



169875 

LIB3234-091-P1-K1-B4 

BLASTX 

g207905 

252 

1.0e-21 

123 
41 

(M18027) alpha globulin B [Artificial gene] 
169876 

LIB3234-091-P1-K1-B8 

BLASTN 

g4757390 

334 

0.0e+00 
362 



23103 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, 
F24B18, complete sequence 



chromosome 5, PI clone: 



169877 

LIB3234-091-P1-K1-B9 

BLASTN 

g4519195 

172 

6.0e-92 

321 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

169878 

LIB3234-091-P1-K1-C1 

BLASTN 

g3600029 

368 

0.0e+00 

368 

100 

Arabidopsis thaliana BAC T12H20 
169879 

LIB3234-091-P1-K1-C10 

BLASTN 

g4589408 

358 

0.0e+00 

370 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F14A1, complete sequence 



169880 

LIB3234-091-P1-K1-C3 
BLASTX 
gll69273 
218 

1.0e-17 
96 
49 

DEOXYCYT I DINE KINASE 
deoxycytidine kinase 
>gi_4 5 6 6 7 7_emb_CAA5 4787 
musculus ] 



(DCK) 
(EC 2 



>gi_l 0 8 3 2 8 3_pir A5 5122 

.7.1.74) - mouse 



(X77731) deoxycytidine kinase [Mus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



169881 

LIB3234-091-P1-K1-C5 

BLASTN 

g343239 

210 

1.0e-115 

242 
98 



23104 



NCBI Description Mustard (S.alba) chloroplast 16S rRNA, 5 T end, and Val-tRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169882 

LIB3234-091-P1-K1-C6 

BLASTX 

g2462750 

312 

8.0e-29 

75 

79 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 


169883 


Seq. ID 


LIB3234-091-P1-K1-D1 
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Arabidopsis thaliana chromosome II BAC F1P15 






Seq. No. 


169884 


Seq. ID 


LIB3234-091-P1-K1-D10 
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NCRT Dp^rri i on 


(AF013115) CAO [Arabidopsis thaliana] 


Seq. No. 


169885 


Seq. ID 


LIB3234-091-P1-K1-D11 




DLtrtO 1 LN 


NCBI GI 


g3046855 


BLAST score 


335 


E value 


O.Oe+00 


Match length 


371 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MSL1, complete sequence [Arabidopsis thalian< 


Seq. No. 


169886 


Seq. ID 


LIB3234-091-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


437 


E value 


2.0e-43 


Match length 


110 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


169887 


Seq. ID 


LIB3234-091-P1-K1-D3 



23105 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2244829 

125 

9.0e-64 

166 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169888 

LIB3234-091-P1-K1-D4 

BLASTN 

g4127298 

45 

4 . Oe-16 

104 

91 

Allium altaicum chloroplast psaA-trnS intergenic spacer, 
partial sequence (cultivar TAX2760) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169889 

LIB3234-091-P1-K1-D7 

BLASTN 

g2264321 

338 

0.0e+00 

370 

45 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
MXM12, complete sequence [Arabidopsis thaliana] 

169890 

LIB3234-091-P1-K1-D8 

BLASTN 

g4159712 

346 

0.0e+00 

370 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

169891 

LIB3234-091-P1-K1-E1 

BLASTX 

g4038491 

183 

1.0e-13 

113 

40 

(AJ131705) poly (ADP-ribose) polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



169892 

LIB3234-091-P1-K1-E10 

BLASTX 

g225115 



23106 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



521 

2.0e-53 

108 

91 

photosystem II protein D2 [Chlamydomonas reinhardtii] 



169893 

LIB3234-091-P1-K1-E11 

BLASTX 

g3335171 

430 

1.0e-42 

104 

83 

(AF067858) embryo-specific protein 3 



[Arabidopsis thaliana] 



169894 

LIB3234-091-P1-K1-E12 

BLASTX 

gll4654 

282 

3.0e-25 

81 

77 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77 343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

169895 

LIB3234-091-P1-K1-E7 

BLASTX 

gl699370 

259 

1.0e-22 

83 
58 

(S82620) prolidase^peptidase D/imidopeptidase {EC 3.4.13.9} 
[mice, liver, Peptide, 493 aa] [Mus sp.] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



169896 

LIB3234-091-P1-K1-E8 

BLASTN 

g2358139 

351 

0.0e+00 

367 

99 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 

169897 

LIB3234-091-P1-K1-E9 



1 YAC yUP8H12 complete 



23107 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



BLASTX 
gI8 64017 
531 

2.0e-54 

105 
96 

(D63396) 



elongation factor-1 alpha [Nicotiana tabacum] 



169898 

LIB3234-091-P1-K1-F1 

BLASTX 

g881615 

639 

4.0e-67 

123 

100 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

169899 

LIB3234-091-P1-K1-F11 

BLASTX 

gll4335 

391 

5.0e-38 

99 

76 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67 973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+ -ATPase [Arabidopsis thaliana] 

169900 

LIB3234-091-P1-K1-F2 

BLASTN 

g4589434 

141 

2.0e-73 

370 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

169901 

LIB3234-091-P1-K1-F4 

BLASTN 

g3298610 

349 

0.0e+00 

373 

99 

Arabidopsis thaliana BAC T2H3 
169902 

LIB3234-0 91-P1-K1-F5 
BLASTX 



23108 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

'Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828296 
72 

3.0e-05 

172 

48 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
169903 

LIB3234-091-P1-K1-F6 

BLASTN 

g3327867 

299 

1.0e-167 

370 
96 

Arabidopsis thaliana CIP7 mRNA for COPl-Interacting Protein 
1, complete cds 

169904 

LIB3234-091-P1-K1-F8 

BLASTX 

g3668082 

210 

8.0e-17 

71 

58 

(AC004667) putative DAL1 protein [Arabidopsis thaliana] 
169905 

LIB3234-091-P1-K1-F9 

BLASTX 

gll07501 

404 

1.0e-39 

99 

82 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

169906 

LIB3234-091-P1-K1-G10 

BLASTX 

gl065515 

242 

2.0e-20 

117 

44 

(U40420) weak similarity to procollagen alpha chain 1 (V) 
chain [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



169907 

LIB3234-091-P1-K1-G11 

BLASTN 

g3758832 

42 



23109 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

70 
90 

Medicago truncatula mRNA for MtN6 gene 
169908 

LIB3234-091-P1-K1-G3 

BLASTN 

g4510360 

259 

1.0e-144 

324 
98 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

169909 

LIB3234-091-P1-K1-G4 

BLASTN 

g3746057 

41 

9.0e-14 

141 

82 

Arabidopsis thaliana chromosome II BAC T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169910 


Seq. ID 


LIB3234-091-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g4589408 


BLAST score 


156 


E value 


1.0e-82 


Match length 


186 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




F14A1, complete sequence 


Seq. No. 


169911 


Seq. ID 


LIB3234-091-P1-K1-G8 


Method 


BLAST X 


NCBI GI 


gll09699 


BLAST score 


582 


E value 


2.0e-60 


Match length 


118 


% identity 


94 


NCBI Description 


(X83381) gibberellin 20-oxidase [Arabidopsis 


Seq. No. 


169912 


Seq. ID 


LIB3234-091-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll71642 


BLAST score 


244 


E value 


7.0e-28 


Match length 


66 


% identity 


100 


NCBI Description 


PROBABLE SERINE /THREONINE- PROTEIN KINASE NAK 



23110 



>gi_4 81206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169913 

LIB3234-091-P1-K1-H11 

BLASTX 

g2739373 

212 

5.0e-17 

114 
39 

(AC002505) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169914 

LIB3234-091-P1-K1-H12 

BLASTN 

g4220634 

347 

0. Oe+00 

371 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9H21, complete sequence [Arabidopsis thaliana] 

169915 

LIB3234-091-P1-K1-H2 

BLASTN 

g4454587 

344 

0. Oe+00 

372 

98 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169916 

LIB3234-091-P1-K1-H3 

BLASTN 

g3540210 

289 

1.0e-162 

337 
97 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169917 

LIB3234-091-P1-K1-H4 

BLASTX 

g3024450 

234 

4.0e-20 

47 

98 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 



23111 



PROTEIN) >gi_2143323_einb_CAA737 65_ (Y13328) SlkDa 
chlorophyll a protein [Populus deltoicies] 



Seq. No. 


169918 


Seq. ID 


LIB3234-091-P1-K1-H5 


Method. 


BLASTN 


NCBI GI 


g2143322 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


94 


NCBI Description 


P.deltoides chloroplast DNA for psbB operon 


Seq. No. 


169919 


Seq. ID 


LIB3234-091-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


562 


E value 


4 . Oe-58 


Match lencrth 


109 


% identity 


97 


NCBI Description 


(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 


Seq. No. 


169920 


Seq. ID 


LIB3234-091-P1-K1-H9 


M^i - hod 


BLASTN 


NCBI GI 


g4063756 


BLAST score 


245 


E value 


* 1. Oe-135 


Match length 


274 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T9F8 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169921 


Seq. ID 


LIB3234-092-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4200165 


BLAST score 


575 


F, Vr5 1 UP 


1. Oe-59 


Ma'tr'h 1 pri(* , rt~h 


123 


% identity 


89 


NCBI Description 


(Y16262) neutral invertase [Daucus carota] 


Seq. No. 


169922 


Seq. ID 


LIB3234-092-P1-K1-A11 


Mpf" b nH 


BLASTN 


NCBI GI 


g4159703 


BLAST score 


180 


E value 


1.0e-96 


Match length 


347 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clon 




K5F14, complete sequence 


Seq. No. 


169923 


Seq. ID 


LIB3234-092-P1-K1-A12 



23112 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl402904 

365 

6.0e-35 

72 
96 

(X98313) peroxidase [Arabidopsis thaliana] 
169924 

LIB3234-092-P1-K1-A3 

BLASTX 

g4567293 

419 

3.0e-41 

123 
72 

(AC006918) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169925 

LIB3234-092-P1-K1-A4 

BLASTX 

g2760326 

249 

2.0e-21 

122 
45 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
169926 

LIB3234-092-P1-K1-A5 

BLASTN 

g4678291 

341 

0.0e+00 

372 

97 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



169927 

LIB3234-092-P1-K1-A8 

BLASTN 

g4309864 

357 

0.0e+00 

357 

100 

Arabidopsis thaliana chromosome II BAC F27C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169928 

LIB3234-092-P1-K1-A9 

BLASTN 

g4309864 

96 

1.0e-46 



23113 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



244 
85 

Arabidopsis thaliana chromosome II BAG F27C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169929 

LIB3234-092-P1-K1-B10 

BLASTX 

g3776029 

624 

2.0e-65 

123 

99 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
169930 

LIB3234-092-P1-K1-B11 

BLASTN 

g3212846 

367 

0. 0e+00 

367 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

169931 

LIB3234-092-P1-K1-B12 

BLASTX 

g2829892 

582 

2.0e-60 

117 

99 

(AC002311) putative pectinesterase [Arabidopsis thaliana] 
169932 

LIB3234-092-P1-K1-B2 

BLASTX 

g3808062 

149 

1.0e-09 

62 

45 

(AB019195) PV100 [Cucurbita maxima] 
169933 

LIB3234-092-P1-K1-B3 

BLASTX 

gl203832 

224 

2.0e-18 

79 
57 

(U4 6003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407 jprf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



23114 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169934 

LIB3234-092-P1-K1-B4 

BLASTX 

g4585882 

489 

2.0e-49 

94 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169935 

LIB3234-092-P1-K1-B5 

BLASTX 

g3947733 

147 

2.0e-09 

103 

30 

(AJ009719) NL25 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169936 

LIB3234-092-P1-K1-B7 

BLASTN 

g4159712 

43 

5.0e-15 

55 
95 

Arabidopsis thaliana genomic 
MWI23, complete sequence 



DNA, chromosome 3, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169937 

LIB3234-092-P1-K1-B9 

BLASTN 

g3510343 

53 

7.0e-21 

166 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC2 0, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169938 

LIB3234-092-P1-K1-C1 

BLASTN 

g3510343 

53 

6.0e-21 

200 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



169939 

LIB3234-092-P1-K1-C12 



23115 



Method 


BLASTX 


NCBI GI 


g2494264 


BLAST score 


293 


E value 


2 . Oe-26 


Match length 


123 


% identity 


48 


NCBI Description 


HYPOTHETICAL 66.0 KD GTP 




>gi_1651837_dbj_BAA167 64 




[Synechocystis sp.] 


Seq. No. 


169940 


Seq. ID 


LIB3234-092-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!523796 


BLAST score 


362 


E value 


1. Oe-34 


Match length 


103 


% identity 


61 


NCBI Description 


(X97864) cytochrome P450 


Seq. No. 


169941 


Seq. ID 


LIB3234-092-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl532169 


BLAST score 


465 


E value 


1.0e-46 


Match length 


122 


% identity 


79 


NCBI Description 


(U63815) similar to a E. 



(D90900) elongation factor EF-G 



coli hypothetical protein F402 
encoded by GenBank Accession Number S47768 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169942 

LIB3234-092-P1-K1-C6 

BLASTN 

g2924652 

280 

1.0e-156 

371 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2 , complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169943 

LIB3234-092-P1-K1-C7 

BLASTX 

g2129639 

436 

3.0e-43 

85 
100 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695__dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



169944 

LIB3234-092-P1-K1-C8 



23116 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4006885 

323 

0.0e+00 

357 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169945 

LIB3234-092-P1-K1-C9 

BLASTN 

g3128136 

174 

4.0e-93 

258 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 



beq. no. 


x D y .7 4 D 




LIB3234-092-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4314363 


BLAST score 


453 


E value 


3.0e-45 


Match length 


99 


% identity 


83 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


169947 


Seq. ID 


LIB3234-092-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3128166 


BLAST score 


135 


E value 


8.0e-70 


Match length 


290 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4I1 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


169948 


Seq. ID 


LIB3234-092-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


99 


E value 


6.0e-49 


Match length 


103 



% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169949 

LIB3234-092-P1-K1-D2 

BLASTX 

g4406787 

533 



23117 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-54 

103 
100 

(AC006532) NADH dehydrogenase [Arabidopsis thaliana] 
169950 

LIB3234-092-P1-K1-D7 

BLASTN 

g3873174 

341 

0. 0e+00 

365 

98 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

169951 

LIB3234-092-P1-K1-D8 

BLASTX 

g4115362 

467 

6.0e-47 

121 
70 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
169952 

LIB3234-092-P1-K1-D9 

BLASTX 

g4115362 

198 

2.0e-15 

75 

55 

(AC005957) hypothetical protein [Arabidopsis thaliana] 
169953 

LIB3234-092-P1-K1-E10 

BLASTX 

g4454482 

326 

2.0e-30 

112 

64 

(AC006234) hypothetical protein [Arabidopsis thaliana] 



169954 

LIB3234-092-P1-K1-E11 

BLASTX 

g2894574 

566 

2.0e-58 

108 
100 

(AL0218 90) peroxidase prxrl 
>gi_2 96134 l__emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



23118 



Seq. No. 


169955 


Seq. ID 


LIB3234-092-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl402904 


BLAST score 


286 


E value 


1.0e-25 


Match length 


110 


% identity 


59 


NCBI Description 


(X98313) peroxidase [ 


Seq, No. 


169956 


Seq. ID 


LIB3234-092-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl27041 


BLAST score 


644 


E value 


1.0e-67 


Match length 


122 


% identity 


100 


NCBI Description 


S - ADENOS YLME T H I ON I NE 



ADENOSYL TRANSFERASE 1) {ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.571.6) - Arabidopsis thaliana >gi__166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



169957 

LIB3234-092-P1-K1-E5 

BLASTX 

gll70317 

634 

2.0e-66 

124 
100 

3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE 2 (HMG-COA 
REDUCTASE 2) (HMGR2) >gi_388558 (L19262) 
3-hydroxy-3-methylglutaryl-CoA reductase [Arabidopsis 
thaliana] >gi_2262168 (AC002329) 

3-hydroxy-3-methylglutaryl-CoA reductase (HMG2 protein) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169958 

LIB3234-092-P1-K1-E6 

BLASTX 

gll70317 

296 

5.0e-44 

120 
81 

3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE 2 (HMG-COA 
REDUCTASE 2) (HMGR2) >gi_388558 (L19262) 
3-hydroxy-3-methylglutaryl-CoA reductase [Arabidopsis 
thaliana] >gi_2262168 (AC002329) 

3-hydroxy-3-methylglutaryl-CoA reductase (HMG2 protein) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



169959 

LIB3234-092-P1-K1-E7 



23119 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4406752 

275 

1.0e-153 

349 
100 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169960 

LIB3234-092-P1-K1-E8 

BLASTX 

g4585977 

329 

9.0e-31 

91 
66 

(AC005287) Unknown protein [Arabidopsis thaliana] 
169961 

LIB3234-092-P1-K1-E9 

BLASTN 

g3176694 

359 

0.0e+00 

359 

100 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169962 


Seq. ID 


LIB3234-092-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl402914 


BLAST score 


586 


E value 


7.0e-61 


Match length 


116 


% identity 


100 


NCBI Description 


(X98318) peroxidase [Arabidopsis thaliana] 


Seq. No. 


169963 


Seq. ID 


LIB3234-092-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g4454004 


BLAST score 


62 


E value 


3.0e-26 


Match length 


137 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


169964 


Seq. ID 


LIB3234-0 92-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4314363 


BLAST score 


182 


E value 


4.0e-18 



F24A6 



23120 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
59 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
169965 

LIB3234-092-P1-K1-F5 

BLASTX 

g!18926 

151 

7.0e-10 

61 

52 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

169966 

LIB3234-0 92-P1-K1-F6 

BLASTN 

g2760173 

343 

0. Oe+00 

374 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169967 

LIB3234-092-P1-K1-F7 

BLASTN 

g4586098 

316 

1.0e-178 

361 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSA project) 



F16J13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



169968 

LIB3234-092-P1-K1-F9 

BLASTN 

g2244870 

278 

1.0e-155 

290 
82 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169969 

LIB3234-092-P1-K1-G1 

BLASTX 

g2160151 

659 



23121 



E value 
Match length 
% identity 
NCBI Description 



2.0e-69 

122 

100 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq , No . 


169970 




Seq. ID 


LIB3234-092- 


■Pl-Kl- 


Method 


BLASTX 




NCBI GI 


g3882297 




BLAST score 


327 




E value 


2.0e-30 




Match length 


125 




% identity 


44 




NCBI Description 


(AB018331) KIAA07 


Seq. No. 


169971 




Seq. ID 


LIB3234-092- 


-Pl-Kl 


Method 


BLASTN 




NCBI GI 


g4249393 




BLAST score 


356 




E value 


0.0e+00 




Match length 


376 




% identity 


99 




NCBI Description 


Arabidopsis 


thali 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
169972 

LIB3234-092-P1-K1-G2 

BLASTX 

gl33959 

413 

1.0e-40 

89 
92 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_8 152 6_pir A30833 

ribosomal protein S4 - spinach chloroplast >gi_343377 
(M16878) ribosomal protein S4 [Spinacia oleracea] 

>gi_2254 64_prf 1303355A ribosomal protein S4 [Spinacia 

oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169973 

LIB3234-092-P1-K1-G3 

BLASTX 

g4063734 

515 

1.0e-52 

121 

82 

(AC006259) putative P450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



169974 

LIB3234-092-P1-K1-G4 

BLASTX 

g2244906 

371 

1.0e-35 



23122 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



103 
72 

(Z 97 33 9) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

169975 

LIB3234-092-P1-K1-G5 

BLASTN 

g2245031 

201 

1.0e-109 

241 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

169976 

LIB3234-092-P1-K1-G6 

BLASTX 

g3445209 

388 

1.0e-37 

91 

75 - 

(AC004786) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

169977 

LIB3234-092-P1-K1-G7 

BLASTN 

g4589414 

358 

0. 0e+00 

366 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14B15, complete sequence 

169978 

LIB3234-0 92-P1-K1-G8 

BLASTN 

g2924653 

318 

1.0e-179 

330 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7 , complete sequence [Arabidopsis thaliana] 

169979 

LIB3234-0 92-P1-K1-H1 

BLASTN 

g2264307 

345 

0.0e+00 

366 

98 



23123 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
t NCBI Description 



169980 

LIB3234-092-P1-K1-H10 

BLASTN 

g4512656 

193 

1.0e-104 

350 
93 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence , complete sequence 



169981 

LIB3234-092-P1-K1-H11 

BLASTX 

g2623962 

365 

1.0e-59 

125 

86 

(Y12540) isocitrate dehydrogenase 
graveolens] 



(NADP+) [Apium 



169982 

LIB3234-092-P1-K1-H12 

BLASTN 

g4757662 

338 

0.0e+00 

373 

97 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 


169983 


Seq. ID 


LIB3234-092-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2924258 


BLAST score 


57 


E value 


3.0e-13 


Match length 


75 


% identity 


56 


NCBI Description 


(Z00044) RNA polymerase beta 


Seq. No. 


169984 


Seq. ID 


LIB3234-092-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3449321 


BLAST score 


177 


E value 


7.0e-95 


Match length 


342 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic 



[Nicotiana tabacum] 



MTG10, complete sequence [Arabidopsis thaliana] 



23124 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169985 

LIB3234-092-P1-K1-H5 

BLASTN 

g3128142 

326 

0.0e+00 

358 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 


169986 


Seq. ID 


LIB3234-0 92-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4406809 


BLAST score 


142 


E value 


8 . Oe-09 


Match lencrth 


68 


% identity 


49 


NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 


Seq. No. 


169987 


Seq. ID 


LIB3234-092-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3600039 


BLAST score 


299 


F. vfl 1 np 

1_J V CI _1_ UL\3 


2 * Oe-27 


Ms'tr'h 1 encr1~h 


89 


% identity 


71 


NCBI Description 


(AF080119) similar to Schizosaccharomyces pombe isp4 




protein (GB:D14061) [Arabidopsis thaliana] 


Seq. No. 


169988 


Seq. ID 


LIB3234-093-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3047088 


BLAST score 


191 


E value 


1.0e-103 


Match length 


409 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC T26D22 


Seq. No. 


169989 


Seq. ID 


LIB3234-093-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2497539 


BLAST score 


546 


E value 


4.0e-56 


Match length 


130 



% identity 83 

NCBI Description PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi__169703 

(M64736) ATPrpyruvate phosphotransferase [Ricinus communis] 



Seq. No. 169990 

Seq. ID LIB3234-093-P1-K1-A11 

Method BLASTX 

NCBI GI gl705463 



23125 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



626 

2.0e-65 

133 

89 

BIOTIN SYNTHASE (BI0T1N SYNTHETASE) >gi_212 9547_pir S71201 

biotin sythase - Arabidopsis thaliana >giJL045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169991 

LIB3234-093-P1-K1-A2 

BLASTN 

g4490717 

58 

6.0e-24 

102 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169992 

LIB3234-093-P1-K1-A4 

BLASTX 

g4337196 

166 

1.0e-22 

83 
73 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169993 

LIB3234-093-P1-K1-A5 

BLASTN 

g2351073 

164 

4.0e-87 

378 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MY J2 4 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169994 

LIB3234-093-P1-K1-A6 

BLASTX 

g4006897 

467 

7.0e-47 

99 
95 

(Z99708) globulin-like protein [Arabidopsis thaliana] 



Seq. No. 



169995 



23126 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ■ length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-093-P1-K1-A9 

BLASTN 

g2924257 

217 

1.0e-119 

350 
45 

Tobacco chloroplast genome DNA 
169996 

LIB3234-093-P1-K1-B1 

BLASTN 

g4558586 

320 

1.0e-180 

336 
99 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



169997 

LIB3234-093-P1-K1-B10 

BLASTX 

g543632 

553 

6.0e-57 

134 

72 

aldehyde reductase (EC 1.1.1.21), NADPH-dependent - 
bromegrass >gi_167113 (L12042) aldose reductase-related 
protein [Bromus inermis] 

169998 

LIB3234-093-P1-K1-B11 

BLASTN 

g4199934 

265 

1.0e-147 

384 
92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

169999 

LIB3234-093-P1-K1-B12 

BLASTN 

g4159708 

325 

0.0e+00 

347 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MKP6, complete sequence 

170000 

LIB3234-093-P1-K1-B4 
BLASTN 



23127 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2760172 
140 

7.0e-73 

317 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


170001 




Seq. ID 


LIB3234-093-P1- 


■Kl 


Method 


BLASTN 




NCBI GI 


g!497986 




BLAST score 


297 




E value 


1.0e-166 




Match length 


387 




% identity 


99 




NCBI Description 


Arabidopsis thali 




cds 




Seq. No. 


170002 




Seq. ID 


LIB3234-093-P1- 


-Kl 


Method 


BLASTX 




NCBI GI 


g2129579 




BLAST score 


746 




E value 


1.0e-79 




Match length 


136 




% identity 


97 




NCBI Description 


Dwarfl protein 





-B5 



(SCARECROW1) gene, complete 



-B7 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 

170003 

LIB3234-093-P1-K1-B8 

BLASTN 

g4159704 

87 

8.0e-42 

99 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

170004 

LIB3234-093-P1-K1-B9 

BLASTN 

g2109292 

366 

0. 0e+00 

386 

99 

Arabidopsis thaliana serine/threonine protein kinase mRNA, 
complete cds 

170005 

LIB3234-093-P1-K1-C1 

BLASTN 

g3894156 

269 



23128 



E value 
Match length 
% identity 
NCBI Description 



1.0e-150 

348 
81 

Arabidopsis thaliana chromosome II BAC T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170006 

LIB3234-093-P1-K1-C10 

BLASTX 

gl903357 

300 

3.0e-27 

95 

60 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 





beq. wo. 


1 7 0007 




Ca^f TFl 

oeq. lu 


T.TR^?^4-0Q^-P1 -K1 -CI 1 




Method 


DT 7V OrpT\T 

JDJ-irlO 1 LN 




VT/TD T f T 






D-L/iO 1 SOOIc 


977 




iij vaxue 






Match length 


1 Q £ 




% identity 


84 




NCBI Description 


Arabidopsis thaliana DNA chromosc 






/ tt c q 7\ t t nrnnopt-^ 


y - 


Seq. No. 


1 / UUUO 




beq. lu 


L1_)jZj4 U^j rl JaI L^Z 




Method 


dt 71 C TV 




NCBI bl 


goyoo lo 1 




t>ij/ib i score 


ODD 




111 V CL-L U." 


S Oe-35 




Match length 


85 




% identity 


79 




NCBI Description 


(AC004557) F17L21.24 [Arabidopsi 




Seq. No. 


170009 




Seq. ID 


LIB3234-093-P1-K1-C4 




Method 


BLASTN 




NCBI GI 


g4159708 




BLAST score 


35 




E value 


2.0e-10 




Match length 


47 




% identity 


94 




NCBI Description 


Arabidopsis thaliana genomic DNA 






MKP6, complete sequence 




Seq. No. 


170010 




Seq. ID 


LIB3234-093-P1-K1-C5 




Method 


BLASTN 




NCBI GI 


g3702731 




BLAST score 


128 




E value 


1.0e-65 




Match length 


507 




% identity 


68 



PI clone M4I22 



23129 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170011 


Seq. ID 


LIB3234-093-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl350768 


BLAST score 


450 


E value 


7. Oe-45 


Match length 


107 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A 


Seq. No. 


170012 


Seq. ID 


LIB3234-093-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3449315 


BLAST score 


349 


E value 


0. 0e+00 


Match length 


404 


@r -j Hpn t" 1 1" v 


100 


NCBI Description 


Arabidopsis thaliana genoi 




K23L20, complete sequence 


Seq. No. 


170013 


Seq. ID 


LIB3234-093-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g82223 


BLAST score 


55 


E value 


8.0e-ll 


Match length 


58 


% identity 


72 


NCBI Description 


hypothetical protein 70B 



common tobacco chloroplast 
>gi_11878_emb_CAA77391_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223681_emb_CAA77402_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi 225250_prf 1211235CJ ORF 70B [Nicotiana tabacum] 



Seq. No. 


170014 


Seq. ID 


LIB3234-093-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4091806 


BLAST score 


180 


E value 


3.0e-13 


Match length 


134 


% identity 


37 


NCBI Description 


(AF052585) CONSTANS-like protein 2 [Malus domestica] 


Seq. No. 


170015 


Seq. ID 


LIB3234-093-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2959370 


BLAST score 


169 


E value 


6.0e-12 


Match length 


79 


% identity 


35 


NCBI Description 


(AL022117) hypothetical protein [Schizosaccharomyces 



23130 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170016 

LIB3234-093-P1-K1-D10 

BLASTX 

gll74846 

372 

1.0e-35 

65 
100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 3 (UBIQUITIN-PROTEIN 
LI GAS E 3) (UBIQUITIN CARRIER PROTEIN 3) 

>gi_1076425_pir S43782 ubiquitin-conjugating enzyme UBC3 - 

Arabidopsis thaliana >gi__431262 (L19352) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170017 

LIB3234-093-P1-K1-D3 

BLASTX 

g4337178 

444 

4.0e-44 

85 
100 

(AC006416) T31J12.5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170018 

LIB3234-093-P1-K1-D4 

BLASTX 

g3292827 

444 

4.0e-44 

102 

78 

(AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170019 

LIB3234-093-P1-K1-D5 

BLASTN 

gl6559 

177 

7.0e-95 

231 
95 

A. thaliana gene for tRNA-Ala (P-2-L) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170020 

LIB3234-093-P1-K1-D7 

BLASTX 

g398963 

169 

6.0e-12 

82 
46 

4-COUMARATE— COA LIGASE 
4-coumarate — CoA ligase 



1 (4CL) >gi_100413__pir A39827 

(EC 6.2.1.12) 1 - potato >gi_169574 



(M62755) 4-coumarate — CoA ligase [Solanum tuberosum] 



23131 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



170021 

LIB3234-093-P1-K1-D9 

BLAST N 

g4512656 

153 

1.0e-80 

346 
84 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170022 

LIB3234-093-P1-K1-E1 

BLASTN 

g2264321 

118 

1.0e-59 

278 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170023 

LIB3234-093-P1-K1-E11 

BLASTN 

g4584387 

151 

2.0e-79 

397 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7J7 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170024 

LIB3234-0 93-P1-K1-E12 

BLASTX 

g3643609 

632 

3.0e-66 

132 

87 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170025 

LIB3234-093-P1-K1-E4 

BLASTN 

g2264321 

328 

0.0e+00 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



170026 

LIB3234-093-P1-K1-E5 



23132 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449330 

188 

1.0e-101 

373 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDJ14 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170027 

LIB3234-093-P1-K1-E6 

BLASTN 

g3449330 

168 

2.0e-89 

381 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDJ14, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170028 

LIB3234-093-P1-K1-E7 

BLASTX 

g4220474 

344 

2.0e-32 
95 
78 

(AC006069) 
thaliana] 



putative myosin heavy chain [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170029 

LIB3234-093-P1-K1-E8 

BLASTN 

g3702730 

78 

9.0e-36 

292 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAB16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170030 

LIB3234-093-P1-K1-E9 

BLASTX 

g4406766 

540 

2.0e-55 

100 
99 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



170031 

LIB3234-093-P1-K1-F6 

BLASTN 

g2760173 



23133 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 

4 .0e-53 

199 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH19, complete sequence [Arabidopsis thaliana] 

170032 

LIB3234-093-P1-K1-F8 

BLASTX 

g4406766 

517 

1.0e-52 

98 
97 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 

170033 

LIB3234-093-P1-K1-G1 

BLASTN 

g2760168 

74 

2.0e-33 

254 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 

170034 

LIB3234-093-P1-K1-G10 

BLASTX 

g3128199 

166 

1.0e-ll 

77 

47 

(AC004521) putative proteinase [Arabidopsis thaliana] 



170035 

LIB3234-093-P1-K1-G12 

BLASTX 

g2129739 

447 

2.0e-44 

89 
99 

shaggy-like kinase etha - Arabidopsis thaliana 
>gi 1161512_emb_CAA64409_ (X94939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627 516_emb_CAA7 014 4_ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170036 

LIB32 34-0 93-P1-K1-G2 

BLASTN 

g4581138 

258 



23134 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-143 

384 

98 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

170037 

LIB3234-093-P1-K1-G4 

BLASTN 

g3869069 

289 

1.0e-162 

293 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170038 

LIB3234-093-P1-K1-G6 

BLASTN 

g3335170 

299 

1.0e-167 

358 
96 

Arabidopsis thaliana embryo-specific protein 3 (ATS3) gene, 
complete cds 

170039 

LIB3234-093-P1-K1-G7 

BLASTX 

gl710530 

630 

6.0e-66 

113 
99 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-093-P1-K1-G8 



170040 
LIB3234- 
BLASTX 
gl345973 
684 

2.0e-72 
128 
98 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091__dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 



ENDOPLASMIC RETICULUM 
fatty acid desaturase 



(EC 



23135 



desaturase [Arabidopsis thaliana] 



Seq. No. 


170041 


Seq. ID 


LIB3234-093-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g585922 


BLAST score 


542 


E value 


1.0e-55 


Match length 


114 


% identity 


93 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE 


Seq, No. 


170042 


Seq. ID 


LIB3234-093-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll69515 


BLAST score 


612 


E value 


7.0e-64 


Match length 


117 


% identity 


98 


NCBI Description 


EM-LIKE PROTEIN GEA1 >gi 21 



abundant protein Eml - Arabidopsis thaliana 
>gi__298070__emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA7797 9_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170043 

LIB3234-093-P1-K1-H10 

BLASTN 

g4512656 

110 

6.0e-55 

222 
91 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170044 

LIB3234-093-P1-K1-H12 

BLASTN 

g4454022 

358 

0.0e+00 

402 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F9D16 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170045 

LIB3234-093-P1-K1-H2 

BLASTX 

gl352345 

176 

5.0e-51 
118 

91 



23136 



NCBI Description ELONGATION FACTOR 1 -ALPHA (EF-l-ALPHA) 

>gi 187 65_emb_CAA40182_ (X56856) eEF-la [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170046 

LIB3234-093-P1-K1-H4 

BLASTX 

g!628583 

648 

4.0e-68 

135 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

170047 

LIB3234-0 93-P1-K1-H5 

BLASTN 

g3128142 

79 

2.0e-36 

139 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

170048 

LIB3234-093-P1-K1-H6 

BLASTN 

g3449330 

404 

0.0e+00 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14, complete sequence [Arabidopsis thaliana] 

170049 

LIB3234-093-P1-K1-H7 

BLASTX 

gl37465 

537 

4.0e-55 

108 

99 

VACUOLAR ATP SYNTHASE SUBUNIT B {V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170050 

LIB3234-093-P1-K1-H8 

BLASTX 

g3335169 

645 

1.0e-67 



23137 



Match length 

% identity 

NCBI Description 



122 
99 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



O C • Vi <J » 


170051 


q prT TP) 

OCU i lb 1 


LIB3234-094-P1-K1-A1 


Mpthod 


BLASTN 


IN \_/ O J- \3 J. 


g2351073 


RLAST score 


356 


E value 


0. 0e+00 




373 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 


MYJ24, complete sequence [Arabidopsis thaliana] 


o c ■ nu » 


170052 


q^rr T n 


LIB32 34-094 -P1-K1-A10 


Mp +- Vi oH 


BLASTN 


VfPDT (IT 


a2264321 


DT ft Q T opnrp 
DJUriO i 


137 


Hi v a. _l lio 


6. 0e-71 


Maticn lengLn 


1 p i 
± o ± 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 


MXM12, complete sequence ^Arabidopsis thaliana] 


Q r*r KF r> 
oSq. IN U . 


_L / \J \J mJ «_) 




LIB3234-094-P1-K1-A2 




RT.ASTX 




a2791834 


RT.AST score 


490 


tr 1 up 


1. 0e-49 


Match length 


1 07 


% identity 


92 


NCBI Description 


(AF0414 63) elongation factor 1-alpha [Manihot esculenta] 


O ?S m • 1NU • 


170054 




T.TR3234-094-P1-K1-A3 


Mot - H r^H 




MPRT (ZT 






317 




1 . Oe-178 


Ms t" ch 1 pnerth 


337 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F508 sequence, 


complete sequence [Arabidopsis thaliana] 


Seq. No. 


170055 


Seq. ID 


LIB3234-094-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2252840 


BLAST score 


400 


E value 


5.0e-39 


Match length 


125 


% identity 


61 



23138 



NCBI Description (AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170056 

LIB3234-094-P1-K1-A7 

BLASTX 

g2244906 

360 

2.0e-34 

101 
71 

(Z 97 339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

170057 

LIB3234-094-P1-K1-A8 

BLASTN 

g4159709 

88 

8.0e-42 

302 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI 
MLN21, complete sequence 



clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170058 

LIB3234-094-P1-K1-A9 

BLASTN 

g3366536 

89 

2.0e-42 

379 

99 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170059 

LIB3234-094-P1-K1-B10 

BLASTX 

g266693 

248 

3.0e-21 

99 
52 

OLEOSIN >gi_28287 5_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405__emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4 455257_emb_CAB36756 . 1__ 
(AL035523) oleosin, 18 . 5K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170060 

LIB3234-094-P1-K1-B11 

BLASTX 

g3894194 

50 

9.0e-16 

80 
60 



23139 



# 



NCBI Description 



(AC005662) 
thaliana] 



putative strictosiciine synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170061 

LIB3234-094-P1-K1-B3 

BLASTN 

g4581138 

95 

6.0e-46 

380 

98 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

170062 

LIB3234-094-P1-K1-B4 

BLASTN 

g4581138 

38 

4.0e-12 

154 
87 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

170063 

LIB3234-094-P1-K1-B5 

BLASTX 

g4220535 

463 

2.0e-46 

90 

100 

(AL035356) clathrin coat assembly like protein [Arabidopsis 
thaliana] 

170064 

LIB3234-094-P1-K1-B7 

BLASTX 

gll4330 

227 

5.0e-19 

48 
92 

PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 

>gi_67 972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_16674 6 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



170065 

LIB3234-094-P1-K1-B8 

BLASTX 

g2129639 

487 

3.0e-49 
101 



23140 



# 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 

170066 

LIB3234-094-P1-K1-B9 

BLASTX 

g3157949 

196 

4.0e-15 

71 

49 

(AC002131) Similar to glucan endo-1 , 3-beta-D-glucosidase 
precursor gb__Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

170067 

LIB3234-094-P1-K1-C10 

BLASTN 

g3367500 

93 

2.0e-45 

97 

99 

REVERSE-COMPLEMENT OF: F23 J3 • GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

170068 

LIB3234-094-P1-K1-C11 

BLASTX 

g2827143 

327 

2.0e-30 

58 
100 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

170069 

LIB3234-094-P1-K1-C12 

BLASTN 

g4757407 

113 

1.0e-56 

263 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170070 

LIB3234-094-P1-K1-C2 

BLASTX 

gl36739 

316 

3.0e-29 
106 



23141 



© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

UTP — GLUCOSE-1-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

170071 

LIB3234-094-P1-K1-C3 

BLASTN 

g4159712 

98 

5.0e-48 

184 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170072 

LIB3234-094-P1-K1-C4 

BLASTX 

gll4974 

211 

7.0e-17 

60 

65 

NON-CYANOGENIC BETA-GLUCOS I DASE PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 

170073 

LIB3234-094-P1-K1-C6 

BLASTX 

g3249096 

103 

3.0e-04 

126 

12 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

170074 

LIB3234-094-P1-K1-C7 

BLASTX 

gll70503 

469 

4.0e-47 

90 
100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 
(X65052) eukaryotic translation initiation factor 4A-1 



23142 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170075 

LIB3234-094-P1-K1-C8 

BLASTN 

g4589437 

269 

1.0e-150 

361 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170076 

LIB3234-094-P1-K1-D1 

BLASTN 

g3860242 

319 

1.0e-179 

378 
96 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170077 

LIB3234-094-P1-K1-D12 

BLASTN 

g4468103 

236 

1.0e-130 

374 

99 

Arabidopsis thaliana DNA 
(ESSA project) 



chromosome 4, BAC clone M3E9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170078 

LIB3234-094-P1-K1-D2 

BLASTX 

gll2682 

550 

1.0e-56 

123 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170079 

LIB3234-094-P1-K1-D3 

BLASTX 

gll2682 

229 

9.0e-51 

116 
91 



23143 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eirtb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

170080 

LIB3234-094-P1-K1-D4 

BLASTN 

g3212846 

353 

0.0e+00 

373 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170081 

LIB3234-094-P1-K1-D7 

BLASTN 

g2760172 

320 

1.0e-180 

336 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



Pi clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170082 

LIB3234-094-P1-K1-D8 

BLASTX 

g3738288 

593 

1.0e-61 

120 
93 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170083 

LIB3234-0 94-P1-K1-E10 

BLASTN 

g4584841 

60 

4.0e-25 

438 
49 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170084 

LIB3234-094-P1-K1-E11 

BLASTN 

g4519183 

319 

1.0e-179 

380 



23144 



% identity 84 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 



Seq. No. 


170085 


Seq. ID 


LIB3234-094-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


317 


E value 


1.0e-178 


Match length 


365 


% identity 


46 


NCBI Description 


A. thaliana rRNA repeat unit, most frequent IGR type 


Seq. No. 


170086 


Seq. ID 


LIB3234-094-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4336436 


BLAST score 


375 


V, va 1 hp 

1_J V -1— V-* 


4 . 0e-36 


Match length 


96 


% identity 


70 


NPRT DpsfTiDf ion 


(AF092432) protein phosphatase type 2C [Lotus japonicus 


Seq. No. 


170087 


Seq. ID 


LIB3234-094-P1-K1-E6 


Mot Vi riH 


RLASTN 


1M J-J _L V-J J_ 


a3540210 


RT.AST srore 

LJ J—i-ix k 7 JL O W J- 


321 


V V^l IIP 
J_j V UX uc 


0 Oe+00 


M^t^h 1 en nth 


361 


% identity 


97 


KTPR T Hp^rri nf i nn 

LN ^ U _L J_> <3 O O J L f— ' 1 LU11 


Arabidopsis thaliana chromosome I BAC F5A8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170088 


Seq. ID 


LIB3234-094-P1-K1-E7 


Mpfh nd 


BLASTN 


NCRT GI 


g4159707 


BLAST score 


79 


K Vri 1 ne 


2 . Oe-36 


Match 1 encrth 

L -LGl I— - W J, 1 -J-. ^ 11m I'll 


251 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clon< 




MJK13, complete sequence 


Seq. No. 


170089 


Seq. ID 


LIB3234-094-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


256 


E value 


1.0e-142 


Match length 


287 


% identity 


46 


NCBI Description 


A. thaliana rRNA repeat unit, most frequent IGR type 


Seq. No. 


170090 



23145 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-094-P1-K1-F11 

BLASTX 

gl402914 

434 

5.0e-43 

118 
75 

(X98318; 



peroxidase [Arabidopsis thaliana] 



170091 

LIB3234-094-P1-K1-F5 

BLASTN 

g4455229 

274 

1.0e-153 

359 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F13M23 



170092 

LIB3234-094-P1-K1-F6 

BLASTN 

gl6404 

97 

3.0e-47 

121 

95 

A. thaliana gene for oleosin >gi_2477 4 8 6_gb_I57068_I57 068 
Sequence 1 from patent US 

170093 

LIB3234-0 94-P1-K1-F7 

BLASTX 

g3150415 

561 

6.0e-58 

123 
81 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170094 

LIB3234-094-P1-K1-F8 

BLASTX 

g3150415 

99 

1.0e-29 

116 
61 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



170095 

LIB3234-094-P1-K1-G1 



23146 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl6450 
82 

2.0e-38 

194 
87 

A. thaliana rabl8 gene 



o tr • iNU • 


170096 




LIB3234-094-P1-K1-G11 


Mot" Vi oH 


BLASTN 


NCBI GI 


g4589446 


P,t a c T 1 crnrp 

JDJ_iraO i. DUUIC 


55 


E value 


2.0e-22 


Match length 


87 


■6 _Lo.eni.ity 


Zf JL 


jNUrsi uescr ipu j-on 


lirahi H on q i c; "hln^l i ans rr^TioTnT c 

ri-L. dUluupo J- o LilaX-LCiiia ycnuuixu ui^r 




11ZD11/ OUIlLpj-tJLc bc4UCULc 


beq. No. 


i / u u :? / 


beq. id 


Jj ± Jj ._>.__ O U-?^ XT J. _\_L ulA 


fwT/-\ -|- 

LYietnoQ 


JD J-irtO X _r\ 




g^_ ji^ jOj 


JjJj._-_.oi dvjUIC 


486 


E value 


4 .Oe-49 


Match length 


103 


% identity 


85 


NCBI Description 


(AC006340) hypothetical protein 


Seq. No. 


170098 


Seq. ID 


LIB3234-094-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl25576 


BLAST score 


146 


E value 


3.0e-09 


Match length 


62 


% identity 


81 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



SPHOPENTOKINASE ) ( PRKASE ) 

(PRK) >gi_99744_pir S16583 phosphoribulokinase (EC 

2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X58149) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 

170099 

LIB3234-094-P1-K1-G5 

BLASTX 

g2462834 

390 

7.0e-38 

104 

69 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
170100 

LIB3234-094-P1-K1-G6 

BLASTX 

g4336436 



23147 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 

1.0e-37 

99 

71 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
170101 

LIB3234-094-P1-K1-G7 

BLASTX 

g4336436 

381 

8.0e-37 

119 

62 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
170102 

LIB3234-094-P1-K1-H10 

BLASTX 

gl6245 

608 

2.0e-63 

126 

96 

(X51514) precursor acetolactate synthase (670 AA) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170103 

LIB3234-094-P1-K1-H11 

BLASTX 

g3915961 

507 

1.0e-51 

114 

88 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438__ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170104 

LIB3234-094-P1-K1-H12 

BLASTX 

g4454476 

198 

2.0e-15 

52 
75 

(AC00 6234) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



170105 

LIB3234-094-P1-K1-H2 

BLASTX 

g3617741 

647 

5.0e-68 

124 



23148 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC005687) L3 cytoplasmic ribosomal protein [Arabidopsis 
thaliana] 

170106 

LIB3234-094-P1-K1-H3 

BLASTN 

g2264306 

52 

3.0e-20 

60 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

170107 

LIB3234-094-P1-K1-H4 

BLASTX 

g2815905 

255 

5. 0e-22 

86 

60 

(AF043734) Pros45 proteosome subunit homolog [Drosophila 
melanogaster] 

170108 

LIB3234-094-P1-K1-H9 

BLASTN 

g4757406 

357 

0.0e+00 

373 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPF21, complete sequence 

170109 

LIB3234-095-P1-K1-A1 

BLASTN 

g4096078 

318 

1.0e-179 

354 
97 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170110 

LIB3234-095-P1-K1-A10 

BLASTX 

g2462931 

646 

6.0e-68 

124 

100 

(Z83833) UDP-glucose: sterol glucosyltransf erase 



23149 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170111 

LIB3234-095-P1-K1-A12 

BLASTX 

gl35858 

436 

3.0e-43 

124 
71 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 
>gi 99760 pir S22201 tonoplast intrinsic protein alpha - 
Arabidopsis thaliana >gi_JL6182_emb_CAA45114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170112 

LIB3234-095-P1-K1-A3 

BLAST N 

g3510343 

318 

1.0e-179 

356 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



095-P1-K1-A6 



170113 
LIB3234 
BLASTX 
gl35858 
238 

3.0e-20 

63 

76 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_997 60_j?ir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA4 5114_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 
[Arabidopsis thaliana] >gi_4 4 512 8_prf_l 9084 32A tonoplast 
intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



170114 

LIB3234-095-P1-K1-A8 

BLASTX 

g4309731 

306 

4.0e-28 
71 

83 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
170115 

LIB3234-095-P1-K1-B1 



23150 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3033375 

458 

7.0e-46 

122 
68 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170116 

LIB3234-095-P1-K1-B10 

BLASTX 

g266693 

467 

6.0e-47 

116 
83 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_164 05_embj3AA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB367 56 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170117 

LIB3234-095-P1-K1-B11 

BLASTX 

g2129653 

638 

6.0e-67 

123 

100 

myosin heavy chain MYA2 
>gi_4 9904 7_emb_CAA8 4 0 6 6_ 
thaliana] 



Arabidopsis thaliana 
(Z34293) myosin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170118 

LIB3234-095-P1-K1-B3 

BLASTX 

g585922 

345 

1.0e-32 

118 
60 

DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 



170119 

LIB3234-095-P1-K1-B4 

BLASTN 

g4376087 

331 

0.0e+00 

347 

99 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 
Seq. ID 



170120 

LIB3234-095-P1-K1-B5 



23151 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2388582 

95 

2.0e-59 

121 

98 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb_U76557) * [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



170121 

LIB3234-095-P1-K1-B6 

BLASTX 

g2160151 

447 

1.0e-44 

106 

83 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

170122 

LIB3234-095-P1-K1-B8 

BLASTN 

g 4454004 

42 

2.0e-14 

134 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F2 4A6 
(ESSAII project) 

170123 

LIB3234-0 95-P1-K1-B9 

BLASTX 

g2851581 

538 

3.0e-55 

124 
86 

DNA-DIRECTED RNA POLYMERASE BETA CHAIN 
>gi_2196464_emb_CAA74024_ (Y13690) DNA-dependent RNA 
polymerase subunit beta [Arabidopsis thaliana] 

170124 

LIB3234-095-P1-K1-C1 

BLASTX 

g4510348 

519 

5.0e-53 

106 

94 

(AC006921) unknown protein [Arabidopsis thaliana] 
170125 

LIB3234-095-P1-K1-C11 

BLASTX 

g544424 



23152 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



441 

7.0e-44 

85 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4197 55jpir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301__emb_CAA78711__ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170126 

LIB3234-095-P1-K1-C12 

BLASTN 

g4757407 

113 

1.0e-56 

226 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD19, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170127 

LIB3234-095-P1-K1-C2 

BLASTX 

gl31336 

236 

7. Oe-20 

50 

92 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi__11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170128 

LIB3234-095-P1-K1-C3 

BLASTX 

gl906826 

347 

7.0e-33 

117 

61 

(Y11827) heat shock protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170129 

LIB3234-095-P1-K1-C5 

BLASTX 

g4581168 

235 

1.0e-19 

114 

43 

(AC006220) hypothetical protein [Arabidopsis thaliana] 



23153 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170130 

LIB3234-095-P1-K1-C7 

BLASTX 

gl35858 

252 

1.0e-21 

51 
100 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi__997 60_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA45114__ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170131 

LIB3234-095-P1-K1-C8 

BLASTN 

g4519187 

351 

0.0e+00 

371 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K1G2, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170132 

LIB3234-095-P1-K1-C9 

BLASTN 

g3805755 

297 

1.0e-166 

337 
81 

Arabidopsis thaliana chromosome II BAC T25N22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170133 

LIB3234-095-P1-K1-D10 

BLASTN 

g2264317 

204 

1.0e-lll 

374 

47 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



170134 

LIB3234-095-P1-K1-D11 

BLASTN 

g2264317 

102 

4.0e-50 
358 



23154 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

170135 

LIB3234-095-P1-K1-D12 

BLASTN 

g4467094 

286 

1.0e-160 

377 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 

170136 

LIB3234-095-P1-K1-D2 

BLASTX 

gl255951 

501 

6.0e-51 

120 
78 

(X96932) PS60 [Nicotiana tabacum] 
170137 

LIB3234-095-P1-K1-D3 

BLASTX 

g2499236 

286 

1.0e-25 

77 

81 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

170138 

LIB3234-095-P1-K1-D4 

BLASTN 

g2392762 

62 

2.0e-26 

145 
73 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
,-BLAST score 
E value 
Match length 
% identity 



170139 

LIB3234- 

BLASTX 

g82207 

623 

3.0e-65 

124 

96 



095-P1-K1-D5 



NCBI Description hypothetical protein 1708 - common tobacco chloroplast 



23155 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170140 

LIB3234-095-P1-K1-D8 

BLASTN 

g3046856 

333 

0.0e+00 

368 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170141 

LIB3234-095-P1-K1-D9 

BLASTX 

gll5484 

168 

7.0e-12 

123 
38 

CALMODULIN 1 >gi_7 1684_pir MCPZDC calmodulin - carrot 

>gi_478632_pir S22971 calmodulin - trumpet lily 

>gi_541839__pir S40301 calmodulin - Red bryony 

>gi_2129970_pir S70768 calmodulin CAM81 - garden petunia 

>gi_18326_emb_CAA42423_ (X59751) calmodulin [Daucus carota] 
>gi_19447_emb_CAA78301_ (Z12839) calmodulin [Lilium 
longiflorum] >gi_169207 (M80836) calmodulin [Petunia 
hybrida] >gi_308900 (L18912) calmodulin [Lilium 
longiflorum] >gi_505154_emb_CAA4 3143_ (X60738) Calmodulin 
[Malus domestical >gi_535444 (U13882) calmodulin [Pisum 

sativum] >gi_445602_prf 1909349A calmodulin [Daucus 

carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170142 

LIB3234-095-P1-K1-E1 

BLASTX 

gll74779 

51 

2.0e-47 

117 
86 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_1668 94 
(M81620) tryptophan synthase beta-subunit [Arabidopsis 
thaliana] >gi_44 90703_emb_CAB38837 . 1__ (AL035680) tryptophan 
synthase beta-subunit (TSB2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170143 

LIB3234-095-P1-K1-E10 

BLASTX 

g2564114 

252 

1.0e-21 

81 
63 

(AF000372) UDP glucose : flavonoid 3- 
[Vitis vinifera] 



o-glucosyl transferase 



23156 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170144 

LIB3234-095-P1-K1-E12 

BLAST N 

g3894156 

138 

1.0e-71 

330 
95 

Arabidopsis thaliana chromosome II BAC T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170145 

LIB3234-095-P1-K1-E2 

BLASTX 

g465602 

223 

3.0e-18 

84 
55 

HYPOTHETICAL 32.9 KD PROTEIN IN NFO-FRUA INTERGENIC REGION 
>gi_405885 (U00007) yeiN [Escherichia coli] >gi_1788490 
(AE000306) orf, hypothetical protein [Escherichia coli] 
>gi_744200_prf 2014253BL yeiN gene [Escherichia coli] 

170146 

LIB3234-095-P1-K1-E3 

BLASTN 

g3510345 

61 

1.0e-25 

141 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170147 

LIB3234-095-P1-K1-E4 

BLASTX 

g3264778 

416 

6.0e-41 

93 
84 

(AF072536) H-protein promoter binding factor-1 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170148 

LIB3234-095-P1-K1-E6 

BLASTX 

g2708750 

214 

3.0e-17 

109 
49 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



23157 



Seq. No. 


170149 


Seq. ID 


LIB3234-095-P1-K1-E8 


Mpt h od 


BLAST N 


NCBI GI 


g2244870 


BLAST score 


262 


J_J V CI J_ LJ- 


1. Oe-145 


Mst*ph 1 pncrth 


369 


O 1UC11I L L. _y 


95 


NCBI Description 


Arabidopsis thaliana DNA chrome 




fragment No 


Seq. No. 


170150 




LIB3234-095-P1-K1-E9 


Method 


BLAST X 


NCBI GI 


gl592677 


BLAST score 


180 


F \TA 1 IIP 

ill V uXUC 


3 . Oe-13 


M^tfhi 1 pncrth 

Lid L- v->l J. -J- >^ J. 1 ^ii 


38 


% identitv 


95 


NCRT npqnriDtion 


(X91912) LEA7 6 homologue type2 


Sea No. 


170151 




LIB3234-095-P1-K1-F10 


Method 




NCBI GI 


g2500376 


BLAST score 


407 


V 1 IIP 


4 . 0e-40 




79 




97 


KfPRT npqrriDt'i on 


60S RIBOSOMAL PROTEIN L34 >gi 


(AC005508) 23552 [Arabidopsis 1 


Qpff No 


170152 


Seq. ID 


LIB3234-095-P1-K1-F12 


Mot" n oH 


BLASTX 


NCBI GI 


g4455313 


BLAST score 


409 


F. va 1 up 

■ i v a _ i- ^ 


4 . 0e-40 


TVTai~r , 'h 1 on rri - In 
ria Lou lcny lii 


127 


2- i Hpnt i f v 
o luciiti. y 


81 


NCBI Description 


(AL035528) fatty acid elongase 




[Arabidopsis thaliana] 


Seq. No. 


170153 


Seq. ID 


LIB3234-0 95-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g4454587 


BLAST score 


25 


E value 


1.0e-04 


Match length 


64 



(cer2-like) 



% identity 

NCBI Description 



77 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



170154 

LIB3234-095-P1-K1-F3 
BLASTX 



23158 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4336436 
265 

3.0e-23 

98 

54 

(AF092432) 



protein phosphatase type 2C [Lotus japonicus] 



170155 

LIB3234-095-P1-K1-F5 

BLASTN 

g4512690 

318 

1.0e-179 

326 

99 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

170156 

LIB3234-095-P1-K1-F6 

BLASTX 

g99737 

641 

3.0e-67 

127 
98 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16189_emb_CAA4 6815_ (X66017) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 



Seq. No. 


170157 


Seq. ID 


LIB3234-095-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2947060 


BLAST score 


479 


E value 


2.0e-48 


Match length 


99 


% identity 


83 


NCBI Description 


(AC002521) putative membrane protein 


Seq. No. 


170158 


Seq. ID 


LIB3234-095-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4033469 


BLAST score 


399 


E value 


6.0e-39 


Match length 


75 


% identity 


58 


NCBI Description 


ARGININE/SERINE-RICH SPLICING FACTOR 




>giJL707370_emb_CAA677 99_ (X99436) s£ 




[Arabidopsis thaliana] 


Seq. No. 


170159 


Seq. ID 


LIB3234-095-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


109 



23159 



E value 
Match length 
% identity 
NCBI Description 



1.0e-23 

108 
57 

PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 
[Arabiciopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170160 

LIB3234-095-P1-K1-G11 

BLASTN 

g3702735 

349 

0.0e+00 

383 

57 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170161 

LIB3234-095-P1-K1-G12 

BLASTX 

gl628622 

435 

3.0e-43 

88 

99 

(U72 631) flavonol synthase [Arabidopsis thaliana] 
>gi_1805305 (U84258) flavonol synthase [Arabidopsis 
thaliana] >gi_1805307 (U84259) flavonol synthase 
[Arabidopsis thaliana] >gi_1805309 (U84260) flavonol 
synthase [Arabidopsis thaliana] 

170162 

LIB3234-095-P1-K1-G2 

BLASTX 

g3033400 

437 

2.0e-43 

120 
72 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170163 

LIB3234-095-P1-K1-G3 

BLASTN 

g3702736 

146 

8.0e-77 

154 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRU, complete sequence [Arabidopsis thaliana] 



Seq. No. 



170164 



23160 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-095-P1-K1-G4 

BLASTN 

g3406034 

366 

0.0e+00 

386 

99 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170165 

LIB3234-095-P1-K1-G6 

BLASTN 

g3367500 

126 

2.0e-64 

293 
98 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 27 54 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170166 

LIB3234-095-P1-K1-G7 

BLASTN 

g3608126 

40 

4.0e-13 

116 
92 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170167 

LIB3234-095-P1-K1-G8 

BLASTX 

g3738306 

465 

1.0e-46 

121 

69 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170168 

LIB3234-095-P1-K1-H10 

BLASTX 

g2832644 

266 

1.0e-24 

83 
74 

(AL021710) teosinte branchedl - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



170169 

LIB3234-095-P1-K1-H11 

BLASTN 

g4582444 



23161 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

4.0e-36 

162 
87 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence , complete sequence 

170170 

LIB3234-095-P1-K1-H12 

BLASTX 

g3004564 

178 

5.0e-13 

105 
39 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

170171 

LIB3234-095-P1-K1-H2 

BLASTX 

g4335735 

659 

2.0e-69 

122 

99 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
170172 

LIB3234-095-P1-K1-H3 

BLASTX 

g2130149 

637 

7.0e-67 

124 

99 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170173 

LIB3234-095-P1-K1-H4 

BLASTN 

g4159712 

198 

1.0e-107 

238 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 

170174 

LIB3234-095-P1-K1-H5 

BLASTN 

g3980374 

138 

1.0e-71 

174 



23162 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170175 

LIB3234-095-P1-K1-H6 

BLASTN 

g4589432 

94 

1.0e-45 

151 
91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MM J2 4 , complete sequence 

170176 

LIB3234-095-P1-K1-H7 

BLASTX 

g2739388 

162 

2.0e-36 

92 

77 

(AC002505) putative polygalacturonase [Arabidopsis 
thaliana] 

170177 

LIB3234-096-P1-K1-A11 

BLASTN 

g3135250 

191 

1.0e-103 

329 

99 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170178 

LIB3234-096-P1-K1-A12 

BLASTN 

g4699904 

136 

6.0e-71 

136 
64 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 

170179 

LIB3234-096-P1-K1-A3 

BLASTN 

g4558586 

358 

0.0e+00 

383 

98 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 



23163 



® 



complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170180 

LIB3234-096-P1-K1-A4 

BLASTX 

gll2682 

192 

4.0e-47 

122 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170181 

LIB3234-096-P1-K1-A8 

BLASTN 

g3449331 

372 

0. 0e+00 

376 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17 , complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170182 

LIB3234-096-P1-K1-A9 

BLASTX 

gl067224 

288 

6.0e-26 
120 
46 

(Z67999) 
pombe] 



serine palmitoyltransferase 2 [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170183 

LIB3234-096-P1-K1-B1 

BLASTN 

g4314374 

165 

5.0e-88 

181 

98 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170184 

LIB3234-096-P1-K1-B10 

BLASTX 

gl864017 

548 

2.0e-56 

109 
97 



23164 



NCBI Description (D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170185 

LIB3234-096-P1-K1-B11 

BLASTN 

g4199934 

277 

1.0e-154 

360 
93 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

170186 

LIB3234-096-P1-K1-B12 

BLASTN 

g4314374 

351 

0.0e+00 

374 

11 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170187 

LIB3234-096-P1-K1-B3 

BLASTX 

g3335169 

365 

5.0e-35 

111 
63 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

170188 

LIB3234-096-P1-K1-B4 

BLASTN 

g4263753 

125 

6.0e-64 

303 

99 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170189 

LIB3234-096-P1-K1-B5 

BLASTN 

g2924505 

155 

9.0e-82 

360 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 



23165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170190 

LIB3234--096-P1-K1-B6 

BLASTX 

g2341033 

645 

9.0e-68 

127 

99 

(AC000104) Similar to Babesia aldo-keto reductase 
(gb_M93122) . [Arabidopsis thaliana] 

170191 

LIB3234-096-P1-K1-B7 

BLASTX 

g4581045 

575 

1.0e-59 

127 

87 

(AF134324) chlorophyll a-binding protein PsbC [Populus 
deltoides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170192 

LIB3234-096-P1-K1-B8 

BLASTX 

g82051 

302 

1.0e-27 

113 
55 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170193 

LIB3234-096-P1-K1-B9 

BLAST N 

g2656027 

376 

0.0e+00 

380 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJH22 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170194 

LIB3234-096-P1-K1-C1 

BLASTX 

g4704730 

166 

1.0e-ll 

55 

60 

(AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 



23166 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170195 

LIB3234-096-P1-K1-C2 

BLASTX 

g3152587 

488 

2.0e-49 

111 

81 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb W43427 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170196 

LIB3234-096-P1-K1-C3 

BLASTX 

g4204299 

574 

2.0e-59 

113 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

170197 

LIB3234-096-P1-K1-C4 

BLASTX 

gl419090 

270 

8.0e-24 

69 

75 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

170198 

LIB3234-096-P1-K1-C6 

BLASTX 

g3928758 

548 

2.0e-56 

121 
91 

(AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4 454 4 62_gb_AAD2 0 90 9_ (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

170199 

LIB3234-096-P1-K1-C7 

BLASTX 

gl765899 

498 

1.0e-50 

119 

83 

(Y07917) Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
(U86700) EGF receptor like protein [Arabidopsis thaliana] 



23167 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170200 

LIB3234-096-P1-K1-C9 

BLASTN 

g2952432 

173 

1.0e-92 

317 

89 

Arabidopsis thaliana putative ubiquitin activating enzyme 
El (ECR1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170201 

LIB3234-096-P1-K1-D1 

BLASTN 

g3805755 

117 

3.0e-59 

149 

95 

Arabidopsis thaliana chromosome II BAC T25N22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170202 

LIB3234-096-P1-K1-D10 

BLASTX 

gl526424 

466 

8.0e-47 

106 

88 

(D64140) LEA protein in group 3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170203 

LIB3234-096-P1-K1-D11 

BLASTX 

g225282 

312 

1.0e-28 

120 
56 

RNA polymerase beta [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170204 

LIB3234-096-P1-K1-D12 

BLASTX 

g2129642 

642 

2.0e-67 

118 

98 

major latex protein type 2 
>gi_1107 4 95__emb_CAA63027_ 



- Arabidopsis thaliana 
(X91961) major latex protein 



type3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170205 

LIB3234-096-P1-K1-D2 



23168 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8926 

377 

2.0e-36 

125 
56 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 
>qi_227781 prf 1710351E abscisic acid responsive protein E 
[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170206 

LIB3234-096-P1-K1-D3 

BLASTX 

g4678285 

181 

2.0e-13 

124 
37 

(AL049660) putative protein [Arabidopsis thaliana] 
170207 

LIB3234-096-P1-K1-D5 

BLASTN 

g4263540 

323 

0.0e+00 

335 

85 

Arabidopsis thaliana chromosome II BAC T6A13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170208 

LIB3234-096-P1-K1-D6 

BLASTX 

g3132475 

471 

2.0e-47 

108 
83 

(AC003096) similar to proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170209 

LIB3234-096-P1-K1-D7 

BLASTX 

gl66570 

214 

3.0e-17 

100 

46 

(L04173) glycine rich protein [Arabidopsis thai-ana] 



Seq. No. 
Seq. ID 



170210 

LIB3234-096-P1-K1-D8 



23169 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4091806 

175 

1.0e-12 

120 
38 

(AF052585) 



CONSTANS-like protein 2 [Malus domestical 



170211 

LIB3234-096-P1-K1-D9 

BLASTN 

gl419473 

71 

1.0e-31 

135 
88 

A.thaliana chloroplast ndhA gene 



170212 

LIB3234-096-P1-K1- 

BLASTX 

g2119353 

261 

4.0e-23 

74 
76 

calmodulin - moss 



El 



(Physcomitrella patens) 



170213 

LIB3234-096-P1-K1-E10 

BLASTX 

g425194 

493 

6.0e-50 

126 

78 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170214 

LIB3234-096-P1-K1-E11 

BLASTX 

g2062164 

87 

2.4e-02 

122 

9 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170215 

LIB3234-096-P1-K1-E12 

BLASTN 

g3063690 

84 

2.0e-39 



23170 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

170216 

LIB3234-096-P1-K1-E2 

BLASTN 

g4691223 

379 

0.0e+00 

383 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170217 

LIB3234-096-P1-K1-E3 

BLASTN 

g4309683 

352 

0.0e+00 

372 

99 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

170218 

LIB3234-096-P1-K1-E4 

BLASTX 

g4115943 

496 

3. 0e-50 

98 

91 

(AF118223) contains similarity to eukaryotic protein kinase 
domains (Pfam: PF00069, score=312.6, E=4.7e-90, N=l) and EF 
hand domains (Pfam: PF00036, score=131, E=2.1e-35, N=4) 
[Arabidopsis thaliana] 

170219 

LIB3234-096-P1-K1-E6 

BLASTX 

g4455337 

631 

4.0e-66 

127 
100 

(AL035525) pectinesterase-like protein [Arabidopsis 
thaliana] 

170220 

LIB3234-096-P1-K1-E7 

BLASTX 

g585744 

144 

5.0e-09 



23171 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29 
100 

PHOTOSYSTEM II REACTION CENTRE T PROTEIN 
170221 

LIB3234-096-P1-K1-E8 

BLASTN 

g3341671 

309 

1.0e-173 

373 
95 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170222 

LIB3234-096-P1-K1-E9 

BLASTX 

g4583542 

273 

4.0e-24 

117 

56 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

170223 

LIB3234-096-P1-K1-F1 

BLASTX 

gl!8926 

363 

1.0e-34 

119 
62 

DE S S I CAT I ON- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi__167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

170224 

LIB3234-096-P1-K1-F11 

BLASTN 

g2696018 

382 

0. 0e+00 

382 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



170225 

LIB3234-096-P1-K1-F2 

BLASTN 

g3128140 

296 



23172 



E value 
Match length 
% identity 
NCBI Description 



1.0e-166 

361 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE4, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170226 

LIB3234-096-P1-K1-F4 

BLASTX 

g3298542 

323 

5.0e-30 

61 
98 

(AC004 681) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170227 

LIB3234-096-P1-K1-F5 

BLASTN 

g2264303 

349 

0.0e+00 

353 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170228 

LIB3234-096-P1-K1-F6 

BLASTN 

g3047088 

302 

1.0e-169 

354 
99 

Arabidopsis thaliana BAC T26D22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170229 

LIB3234-096-P1-K1-F8 

BLASTN 

g3176694 

352 

0.0e+00 

373 

98 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170230 

LIB3234-096-P1-K1-G1 

BLASTN 

g4325340 

216 

1.0e-118 

363 
99 



23173 



NCBI Description Arabidopsis thaiiana BAC T1J1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170231 

LIB3234-096-P1-K1-G11 

BLAST N 

g2244747 

227 

1.0e-125 

239 
99 

Arabidopsis thaiiana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170232 

LIB3234-096-P1-K1-G12 

BLASTX 

gl66570 

174 

1.0e-12 

31 

100 

(L04173) glycine rich protein [Arabidopsis thaiiana]. 
170233 

LIB3234-096-P1-K1-G2 

BLASTX 

g633890 

278 

1.0e-24 

89 
62 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

170234 

LIB3234-096-P1-K1-G6 

BLASTN 

g4415905 

60 

4.0e-25 

120 
72 

Arabidopsis thaiiana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaiiana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



170235 

LIB3234-096-P1-K1-G8 

BLASTX 

g2245032 

213 

4.0e-17 

95 

47 

(Z97342) gibberellin oxidase homolog [Arabidopsis thaiiana] 
170236 

LIB3234-096-P1-K1-G9 



23174 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3695372 

126 

2.0e-64 

264 

70 

Arabidopsis thaliana BAC F1104 
170237 

LIB3234-096-P1-K1-H10 

BLASTX 

g4510348 

211 

7.0e-17 

58 
66 

(AC006921) unknown protein [Arabidopsis thaliana] 
170238 

LIB3234-096-P1-K1-H11 

BLASTX 

g4507857 

352 

2.0e-33 

125 
59 

Herpes virus-associated ubiquitin-specif ic protease 
>gi_25014 60_sp_Q93009_UBPH^HUMAN PROBABLE UBIQUITIN 
C ARB OX Y L - T E RM I N AL HYDROLASE HAUSP (UBIQUITIN THIOLESTERASE 
HAUSP) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE HAUSP) 

(DEUBIQUITINATING ENZYME HAUSP) (HERPESVIRUS ASSOCIATED 
UBIQUITIN-SPECIFIC PROTEASE) >gi_154 5952_emb_CAA96580_ 

(Z72499) herpesvirus associated ubiquitin-specif ic protease 

(HAUSP) [Homo sapiens] 

170239 

LIB3234-096-P1-K1-H12 

BLASTX 

g4220451 

270 

8.0e-24 

124 

18 

(AC006216) Identical to gb_AF054906 myrosinase-binding 
protein homolog from Arabidopsis thaliana. ESTs gb_F1527 6 
and gb_F15275 come from this gene. [Arabidopsis thaliana] 

170240 

LIB3234-096-P1-K1-H3 

BLASTX 

g3550519 

354 

1.0e-33 

102 

63 

(AJ007630) oxygenase [Nicotiana tabacum] 



23175 



Seq. No. 


170241 


Qpn TD 

OCvJ • 2. U 


LIB3234-096-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2459430 


RT.A^T score 


606 


"R va 1 i ] p 

J_J V Ci -1- Ui w 


3 . Oe-63 


M^"hph 1 enn+h 


113 


% identity 


100 


NTPRT np^rri ntion 

LN Lj -L L> >3 O v_* i_ J- ^/ 


(AC002332) putative CUC2 protein [Arabidopsis thali 


Sea No 


170242 


Seq. ID 


LIB3234-096-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2947062 


BLAST score 


147 


£j value 


2 0e-09 


Ms'hr'h 1 p'Tidih 

LJ.CIL.^11 xciiy I— 11 


98 


% identitv 


40 


NCRT Dp sr riot ion 


(AC002521) unknown protein [Arabidopsis thaliana] 


Sea No 


170243 


o t; vj[ • J- i-' 


LIB3234-0 96-P1-K1-H9 


Method 


DJ_iriO 1 A. 






BLAST score 


415 


E value 


8.0e-41 


IXiai-Cil ±cliy HI 


76 


O 1UCI1 Li uy 


99 


KfpRT riPdrri ri"h "i on 


CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 


>gi 12214 emb CAA46568 (X65615) ribosomal protein 




rSinaDis alfoa.1 


Seq. No. 


170244 


Seq. ID 


LIB3234-097-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3869062 


BLAST score 


248 


E value 


1.0e-137 


Match length 


341 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5 f TAC clone 
K11I1, complete sequence [Arabidopsis thaliana] 

170245 

LIB3234-097-P1-K1-A6 

BLASTN 

g2618677 

246 

1.0e-136 

389 
96 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



170246 

LIB3234- 

BLASTX 



097-P1-K1-A8 



23176 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl708194 
168 

8.0e-12 

125 
16 

HOST CELL FACTOR CI (HCF) (VP16 ACCESSORY PROTEIN) (HFC1) 
(VCAF) (CFF) >gi_644882_dbj_BAA08258_ (D45419) HCF 
[Mesocricetus auratus] 

170247 

LIB3234-097-P1-K1-A9 

BLASTX 

gl076393 

500 

9.0e-51 

103 
99 

RCI14A protein - Arabidopsis thaliana 
>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170248 

LIB3234-097-P1-K1-B11 

BLASTN 

g4218109 

375 

0.0e+00 

399 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F16A16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170249 

LIB3234-097-P1-K1-B3 

BLASTX 

g3860272 

676 

2.0e-71 

136 
99 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

170250 

LIB3234-097-P1-K1-B4 

BLASTN 

g3985949 

287 

1.0e-160 

394 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170251 

LIB3234-097-Pl-Kl-B( 



23177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2244760 

634 

2.0e-66 

134 

91 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 



170252 

LIB3234-097-P1-K1-B7 

BLASTX 

g4539422 

379 

1.0e-36 

126 
61 

(AL049171) putative protein 



[Arabidopsis thaliana] 



170253 

LIB3234-097-P1-K1-B9 

BLASTN 

gll07482 

344 

0.0e+00 

395 

97 

A. thaliana mRNA for 30S ribosomal protein S13 
170254 

LIB3234-097-P1-K1-C1 

BLASTN 

g4199934 

274 

1.0e-153 

363 
94 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

170255 

LIB3234-097-P1-K1-C10 

BLASTX 

g4263543 

153 

1.0e-10 

62 
56 

(AC006250) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 

170256 

LIB3234-097-P1-K1-C11 

BLASTX 

gl076758 

156 

5.0e-ll 
73 



23178 



® 



% identity 

NCBI Description 



49 

heat-shock protein precursor - rye >gi_2130093_pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



O C ■ IN \J » 


170257 


Spct ID 


LIB3234-097-P1-K1-C12 


11C L11UU. 


BLASTX 


Mp-RT (IT 


al 518540 


BLAST score 


301 


E value 


2.0e-27 


Match length 


87 


% identity 


74 
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89 


% identity 


78 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


170259 


Seq. ID 


LIB3234-097-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g4589419 


BLAST score 


188 


E value 


1.0e-101 


Match length 


249 


% identity 


84 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 



K2I5, complete sequence 



Seq. No. 


170260 


Seq. ID 


LIB3234-097-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4105782 


BLAST score 


149 


E value 


1.0e-09 


Match length 


32 


% identity 


94 


NCBI Description 


(AF049922) PGP169-12 [Petunia x 


Seq. No. 


170261 


Seq. ID 


LIB3234-097-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2583135 


BLAST score 


386 


E value 


2.0e-37 


Match length 


72 


% identity 


97 


NCBI Description 


(AC002387) hypothetical protein 



>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 



23179 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

170262 

LIB3234-097-P1-K1-C8 

BLASTX 

g4678323 

532 

2.0e-54 

134 

84 

(AL049658) putative protein [Arabidopsis thaliana] 
170263 

LIB3234-097-P1-K1-D11 

BLASTX 

g4204298 

498 

2.0e-50 

133 

77 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

170264 

LIB3234-097-P1-K1-D12 

BLASTN 

g2264367 

207 

1.0e-113 

338 
95 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

170265 

LIB3234-097-P1-K1-D3 

BLASTX 

g3335169 

573 

3.0e-59 

132 

77 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb__CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

170266 

LIB3234-097-P1-K1-D6 

BLASTN 

g4835223 

323 

0.0e+00 

412 

96 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
(ESSA project) 



23180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170267 

LIB3234-097-P1-K1-D7 

BLASTX 

g3183185 

156 

2.0e-10 

45 
67 

GTP-BINDING PROTEIN TYPA/BIPA HOMOLOG 

>gi_22247 66_emb_CAB09712_ (Z97025) product highly similar 
to elongation factor EF-G [Bacillus subtilis] 
>gi_2633848_emb_CAB13350_ (Z99111) similar to GTP-binding 
elongation factor [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170268 

LIB3234-097-P1-K1-D9 

BLASTX 

g3080402 

605 

5.0e-63 

126 

93 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4 4552 66_emb_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170269 

LIB3234-097-P1-K1-E1 

BLASTX 

g2130149 

382 

2.0e-37 

79 
91 

translation elongation factor eEF-1 alpha chain 
( fragment) 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170270 

LIB3234-0 97-P1-K1-E10 

BLASTX 

g2829275 

159 

9.0e-ll 

47 
72 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB400 69 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



170271 

LIB3234-097-P1-K1-E11 
BLASTX 



23181 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3935151 
725 

4.0e-77 

134 

99 

(AC005106) T25N20.15 (Arabidopsis thaliana] 
170272 

LIB3234-097-P1-K1-E12 

BLASTN 

g4757414 

362 

0.0e+00 

402 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170273 

LIB3234-097-P1-K1-E3 

BLASTN 

g2924257 

40 

4.0e-13 

190 

43 

Tobacco chloroplast genome DNA 
170274 

LIB3234-097-P1-K1-E4 

BLASTX 

g2529665 

489 

2.0e-49 
123 
80 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170275 

LIB3234-097-P1-K1-E6 

BLASTX 

g2529721 

152 

6.0e-10 

82 
38 

(AF001891) unknown [Homo sapiens] 
170276 

LIB3234-097-P1-K1-E7 

BLASTN 

g3426033 

36 

1.0e-10 

332 
96 



23182 



® 



NCBI Description Arabidopsis thaliana chromosome II BAG F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170277 

LIB3234-097-P1-K1-E9 

BLASTN 

g3510343 

341 

0. 0e+00 

381 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



170278 

LIB3234-097-P1-K1- 

BLASTX 

gl572819 

148 

2.0e-09 

113 

35 

(U70855) 
elegans] 



Fl 



similar to the RAS gene family [Caenorhabditis 



170279 

LIB3234-097-P1-K1-F10 

BLASTX 

g2499236 

521 

3.0e-53 

121 

88 

NADH - PL AS TOQU I NONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

170280 

LIB3234-097-P1-K1-F12 

BLASTX 

g3914239 

666 

3.0e-70 

134 

96 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_1945140_emb_CAA70163_ (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >gi_194 5142_emb_CAA70162_ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi_2564213_emb_CAA72538_ (Y11840) ABI2 [Arabidopsis 
thaliana] 

170281 

LIB32 34-097-P1-K1-F2 

BLASTX 

gl419390 

589 



23183 



E value 


4 . Oe-61 


Lid L>V»11 Ull 


133 


3- \ fieri t" i 1" V 


86 


NCR! DescriDtion 


(X98926) thylakoid-bound ascorbate peroxidase 




thaliana] 


Sea No. 


170282 


O C v-[ • lU 


LIB3234-097-P1-K1-F5 


Mot - hnH 


RLASTN 


NCBI GI 


g3738275 


BLAST score 


320 


£j v a J. u.ts 


1 Oe-180 

J- • \J ^ 1 u u 


J. J.CL L V'll l — 11 


403 


O _L UC1 1 L X L y 


97 


WPRT npQrrinf i on 


Arabidopsis thaliana chromosome II BAC F17A22 




sequence f complete sequence [Arabidopsis thai 


Sea No 


170283 


q^rr TO 


LIB3234-097-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g207905 


BLAST score 


231 


F 1 Tr^ 1 no 


3 . Oe-19 




134 




37 




(M18Ci?l) aloha alobulin B [Artificial aenel 


Spa No 


170284 


q prf t n 


T ( TFn?^4-097-Pl -K1 -F7 

U J. 3D O *J ^ \J J ! XT J- I\ _L X/ 


Mpth ori 


BLASTX 


NCBI GI 


g2146774 


BLAST score 


317 


E value 


3.0e-29 


Match length 


85 


% identity 


78 


NCBI Description 


serine acetyltransf erase (EC 2.3.1.30) Sat-52 



Arabidopsis 

thaliana >gi_905391 (U30298) serine acetyltransferase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170285 

LIB3234-097-P1-K1-G1 

BLASTX 

g4510348 

47 

3.0e-54 

128 
79 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170286 

LIB3234-097-P1-K1-G3 

BLASTX 

g419789 

59 

1.0e-37 

131 

63 



23184 



NCBI Description hypothetical protein - potato 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170287 

LIB3234-097-P1-K1-G5 

BLASTN 

g4512656 

150 

1.0e-78 

343 
83 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170288 

LIB3234-097-P1-K1-G8 

BLASTX 

g3176690 

568 

9.0e-59 

120 
94 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb__D63905 from S. 
EST gb__R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170289 

LIB3234-097-P1-K1-G9 

BLASTX 

g3738257 

447 

2.0e-44 

100 



(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170290 

LIB3234-097-P1-K1-H1 

BLASTN 

g4589420 

291 

1.0e-163 

311 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3G17, complete sequence 

170291 

LIB3234-097-P1-K1-H10 

BLASTX 

g2129641 

618 

1.0e-64 

113 
100 

major latex protein type 1 - Arabidopsis thaliana 
>gi__11074 93_emb_CAA63026_ (X91960) major latex protein 



23185 



typel [Arabidopsis thaliana] 







170292 




Seq. ID 


LIB3234-097-P1-K1-H12 




Method 


BLASTN 
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170293 




Seq. ID 


LIB3234-097-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


a2262167 
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170295 




Seq. ID 


LIB3234-097-P1-K1-H8 




Method 


BLASTN 
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Arabidopsis thaliana genoinic DNA f chronLOSOiue 5/ PI clone 
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CC^i IN LJ . 


x / uz y 0 




beq. id 






Method 


BLASTX 




NCBI GI 


g3540196 




BLAST score 


601 




E value 


1.0e-62 




Match length 


125 




% identity 


95 




NCBI Description 


(AC004260) Putative amp-binding protein [Arabidopsis 






thaliana] 



Seq. No. 



170297 



23186 



beq. id 


T TR^9^4 — 0QR-P1 — Kl — A 1 

J_j _L ID O Z. Z> ft U_?0 XT X JA-L riJL 


Method 


DT 7\ CfV 






BLAST score 


220 


E value 


6.0e-18 


Match length 


4 O 


% identity 
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jmodI Description 
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Method 


BLASTX 


NCBI GI 


g384341 


BLAbi score 
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E value 
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% identity 




NCBI Description 


major storage pioLcin l 1.01110, oatauj 


beq . no . 


1 709 QQ 


beq. ID 


T TP^9 7 A — flQQ — Pi — T<f1 —All 


Method 




NCBI GI 


g3983125 


BLAST score 


471 


E value 


z . Ue-4 / 


Match length 


1 1 / 


% identity 


/ y 


NCBI Description 


U _? / D4±0 J pilU ojUlla. L ci / LIlUoc UiH~fo£Jlla. L.ci Li. alio J.uua uui 




precursor L-^^3.Diaopsis tnaiianaj 


ijc^. IN U ■ 




Seq. ID 


LIB3234-098-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3128137 


BLAST score 


246 


E value 


1.0e-136 


Match length 


366 



% identity ^ 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 

170301 

LIB3234-098-P1-K1-A3 

BLASTN 

g3128137 

267 

1.0e-148 

382 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



170302 

LIB3234-098- 
BLASTX 



P1-K1-A5 



23187 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl929056 
464 

1.0e-46 

98 
90 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

170303 

LIB3234-098-P1-K1-A7 

BLASTN 

g4512656 

81 

1.0e-37 

145 
81 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

170304 

LIB3234-098-P1-K1-A8 

BLASTX 

g2499236 

388 

1.0e-37 

92 
85 

NADH- PLASTOQUINONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

170305 

LIB3234-098-P1-K1-A9 

BLASTX 

g462147 

60 

2.0e-53 

125 

87 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA4 894 0_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 

170306 

LIB3234-098-P1-K1-B1 

BLASTX 

gl432083 

471 

2.0e-47 

102 
91 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi 3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 



23188 



>gi_3719209 (U97020) UIP1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170307 

LIB3234-098-P1-K1-B2 

BLASTX 

g2088725 

199 

2.0e-15 

92 
43 

(AF003140) weak similarity to the drosophila hyperplastic 
disc protein (GB:L14644) [Caenorhabditis elegans] 



Seq. No. 


170308 




Seq. ID 


LIB3234-098- 


■P1-K1-B4 


Method 


BLASTN 




NCBI GI 


g4732165 




BLAST score 


114 




E value 


3.0e-57 




Match length 


311 




% identity 


90 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


170309 




Seq. ID 


LIB3234-098- 


-P1-K1-B8 


Method 


BLASTN 




NCBI GI 


g4662628 




BLAST score 


71 




E value 


8.0e-32 




Match length 


223 




% identity 


91 




NCBI Description 


Arabidopsis 


thaliana 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170310 

LIB3234-098-P1-K1-C1 

BLASTN 

g4586098 

311 

1.0e-175 

355 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F16J13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170311 

LIB3234- 

BLASTX 

g633890 

288 

6.0e-26 

89 

64 

(S72926) 
vulgare] 



098-P1-K1-C11 



glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 



170312 



23189 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-098-P1-K1-C12 

BLASTX 

g2780225 

253 

8.0e-22 

103 

50 

(AJ223281) 



alpha-hydroxynitrile lyase [Manihot esculenta] 



170313 

LIB3234-098-P1-K1-C2 

BLAST N 

g4096078 

87 

3.0e-41 

209 

86 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170314 

LIB3234-098-P1-K1-C3 

BLASTX 

gll2682 

561 

6.0e-58 

104 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

170315 

LIB32 34-098-P1-K1-C4 

BLASTN 

g2618600 

77 

3.0e-35 

369 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 

170316 

LIB3234-098-P1-K1-C5 

BLASTN 

g3335331 

208 

1.0e-113 

254 

96 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



170317 



23190 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3234-098-P1-K1-C6 

BLASTX 

g3522956 

243 

1.0e-20 

72 

69 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170318 

LIB3234-098-P1-K1-C9 

BLASTN 

g2914688 

152 

4.0e-80 

200 

94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170319 

LIB3234-098-P1-K1-D12 

BLASTX 

g3242723 

108 

2.0e-17 

108 

50 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



170320 

LIB3234-098-P1-K1-D2 

BLASTN 

g4589445 

61 

1.0e-25 

113 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

170321 

LIB3234-098-P1-K1-D5 

BLASTN 

g4757392 

110 

5.0e-55 

245 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

170322 

LIB3234-098-P1-K1-D6 
BLASTN 



23191 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510347 
251 

1.0e-139 

310 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170323 

LIB3234-098-P1-K1-D8 

BLASTX 

g2996096 

391 

5.0e-38 

106 
75 

(AE030517) translation elongation factor-1 alpha; 
alpha [Oryza sativa] 



EF-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170324 

LIB3234-098-P1-K1-D9 

BLASTN 

g2244788 

228 

1.0e-125 

332 
92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170325 

LIB3234-098-P1-K1-E1 

BLASTN 

g4415928 

158 

1.0e-83 

322 
95 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170326 

LIB3234-098-P1-K1-E10 

BLASTN 

g2564049 

139 

1.0e-72 

171 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170327 

LIB3234-098-P1-K1-E2 

BLASTN 

g4757406 

213 



23192 



E value 
Match length 
% identity 
NCBI Description 



1.0e-116 

245 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPF21, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170328 

LIB3234-098^P1-K1-E3 

BLASTX 

g3242709 

219 

8.0e-18 

114 
43 

(AC00304 0) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

170329 

LIB3234-098-P1-K1-E4 

BLASTX 

g4038040 

292 

2.0e-26 

77 

77 

(AC005936) proteinase inhibitor II [Arabidopsis thaliana] 
170330 

LIB3234-098-P1-K1-E5 

BLASTX 

g4455371 

389 

9.0e-38 

109 

75 

(AL035524) putative protein [Arabidopsis thaliana] 
170331 

LIB3234-098-P1-K1-E6 

BLASTX 

g3128195 

76 

1.0e-29 

75 
95 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 

phosphoribosyl pyrophosphate synthetase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170332 

LIB3234-098-P1-K1-E7 

BLASTN 

g4757414 

319 

1.0e-179 
375 



23193 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYF24, complete sequence 

170333 

LIB3234-098-P1-K1-E8 

BLASTN 

g4558656 

90 

5.0e-43 

101 

33 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 

170334 

LIB3234-098-P1-K1-E9 

BLASTN 

g2583106 

245 

1. 0e-135 

359 

98 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170335 

LIB3234-098-P1-K1-F1 

BLASTX 

gll6392 

541 

1.0e-55 

106 

97 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_66543_pir SYMUCN naringenin-chalcone synthase (EC 

2.3.1.74) - Arabidopsis thaliana >gi_166670 (M20308) 
chalcone synthase [Arabidopsis thaliana] 

170336 

LIB3234-098-P1-K1-F10 

BLASTN 

g4581103 

223 

1.0e-122 

344 
98 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

170337 

LIB3234-098-P1-K1-F11 

BLASTX 

g228403 

513 

2.0e-52 
116 



23194 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

glycolate oxidase [Lens culinaris] 
170338 

LIB3234-098-P1-K1-F12 

BLASTN 

g3046853 

47 

2.0e-17 

94 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRA19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170339 

LIB3234-098-P1-K1-F2 

BLASTX 

g2827621 

294 

1.0e-26 

118 
50 

(AL021636) putative protein [Arabidopsis thaliana] 
170340 

LIB3234-098-P1-K1-F3 

BLASTX 

gl071912 

395 

1.0e-38 

83 
96 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA57344_ (X81698) cysteine 
synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170341 

LIB3234-098-P1-K1-F5 

BLASTX 

g4206197 

77 

2.0e-43 

116 
83 

(AF071527) putative pre- 
thaliana] 



mRNA splicing factor [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170342 

LIB3234-098-P1-K1-F7 

BLASTX 

g4468804 

311 

1.0e-28 

121 

49 

(AL035601) putative protein [Arabidopsis thaliana] 



23195 



Seq. No. 


170343 


Seq. ID 


LIB3234- 


Method 


BLASTX 


NCBI GI 


gl071912 


BLAST score 


426 


E value 


z . ue — 4 / 


Match length 


118 


% identity 


89 


NCBI Description 


cysteine 




thaliana 




synthase 


Seq. No. 


170344 


Seq. ID 


LIB3234- 


Method 


BLASTX 


NCBI GI 




BLAST score 


280 


E value 


3.0e-25 


Match length 


85 


% identity 


69 


NCBI Description 


(AC00452 


Seq. No. 


170345 


Seq. ID 


LIB3234- 


Method 


BLASTX 


NCBI GI 


gl502428 


BLAST score 


394 


E value 


2.0e-38 


Match length 


78 


% identity 


100 


NCBI Description 


(U62330) 



098-P1-K1-F9 



(EC 4.2.99.8) cpACSl - Arabidopsis 
7_emb_CAA57344_ (X81698) cysteine 



-P1-K1-G12 



>gi_2258116_dbj__BAA21503_ (D8 6591) 
transporter [Arabidopsis thaliana] 
>gi_2258118_dbj_BAA21504_ (D8 6608) 
transporter [Arabidopsis thaliana] 



inorganic phosphate 
inorganic phosphate 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170346 

LIB3234-098-P1-K1-G2 

BLASTX 

g267055 

357 

6.0e-34 

78 
95 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE ) 

>gi_66572_pir YUMU sucrose synthase (EC 2.4.1.13) - 

Arabidopsis thaliana >gi_1652 6_emb_CAA43303_ (X60987) 
sucrose synthase [Arabidopsis thaliana] 

170347 

LIB3234-098-P1-K1-G3 

BLASTX 

g4589062 

311 

1.0e-28 

67 
82 



23196 



o 



NCBI Description 



(AF12014 6) myo-inositol 1-phosphate synthase [Triticum 
aestivum] >gi_4589064_gb_AAD26331 . 1_AF120147_1 (AF120147) 
myo-inositol 1-phosphate synthase [Triticum aestivum] 
>gi_4 5 8 90 6 6_gb_AAD2 633 2 . 1_AF12 0 1 4 8_1 ( AF1 2 0 1 4 8 ) 
myo-inositol 1-phosphate synthase [Triticum aestivum] 



Seq. No. 


170348 


Seq. ID 


LIB3234-098-P1-K1-G6 


Method 


BLAST N 


NCBI GI 


g4757403 


BLAST score 


71 


E value 


5.0e-32 


Match length 


117 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MJL12, complete sequence 


Seq. No. 


170349 


Seq. ID 


LIB3234-098-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3348076 


BLAST score 


102 


E value 


3.0e-50 


Match length 


102 


% identity 


100 


NCBI Description 


Arabidopsis thaliana isochorismate synthase mRNA, complet 




cds 


Seq. No. 


170350 


Seq. ID 


LIB3234-098-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3024358 


BLAST score 


464 


E value 


1.0e-4 6 


Match length 


124 


% identity 


73 


NCBI Description 


PHENYLALANINE AMMONIA- LYASE G4 >gi_1374783_dbj_BAA078 61_ 




(D4 3803) phenylalanine ammonia-lyase [Populus 




kitakamiensis] 


Seq. No. 


170351 


Seq. ID 


LIB3234-098-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g2828186 


BLAST score 


58 


E value 


2.0e-24 


Match length 


102 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K18I23, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170352 


Seq. ID 


LIB3234-098-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2511590 


BLAST score 


387 


E value 


1.0e-37 



23197 



Match length 

% identity 

NCBI Description 



84 
94 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis .thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170353 

LIB3234-098-P1-K1-H11 

BLASTX 

g3928862 

145 

4.0e-09 

126 

39 

(AF089710) disease resistance protein RPP8 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170354 

LIB3234-098-P1-K1-H2 

BLASTX 

g2623962 

339 

6.0e-32 

70 

93 

(Y12540) isocitrate dehydrogenase 
graveolens] 



(NADP+) [Apium 



170355 

LIB3234-0 98-P1-K1-H3 

BLAST N 

g4159707 

241 

1.0e-133 

378 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

170356 

LIB3234-0 98-P1-K1-H6 

BLASTN 

g3510338 

278 

1.0e-155 

360 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21I16, complete sequence [Arabidopsis thaliana] 



170357 

LIB3234-0< 

BLASTX 

g3075394 

111 

6.0e-43 



3-P1-K1-H7 



23198 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
99 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

170358 

LIB3234-098-P1-K1-H8 

BLASTN 

gl209632 

198 

1.0e-107 

258 
95 

Arabidopsis thaliana pattern-formation (GNOM) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170359 

LIB3234-098-P1-K1-H9 

BLASTX 

g400846 

143 

6.0e-09 

49 

19 

MAJOR PRION PROTEIN HOMOLOG PRECURSOR (PR-LP) 
(ACETYLCHOLINE RECEPTOR-INDUCING ACTIVITY) (ARIA) (65-21 

PROTEIN) >gi_422698_pir A4 6280 prion protein - chicken 

>gi_212611 (M95404) prion protein [Gallus gallus] 

170360 

LIB3234-100-P1-K1-A1 

BLASTN 

g2656028 

51 

4.0e-20 
146 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170361 

LIB3234-100-P1-K1-A6 

BLASTX 

g2244897 

644 

1.0e-67 

126 

98 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
170362 

LIB3234-100-P1-K1-A8 

BLASTX 

g2262167 

557 

2.0e-57 



23199 



Match length 124 
% identity 90 

NCBI Description (AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170363 

LIB3234-100-P1-K1-A9 

BLASTX 

g4584255 

293 

1.0e-26 

93 
61 

(Y18471) SINAlp [Vitis vinifera] 
170364 

LIB3234-100-P1-K1-B1 

BLASTN 

g4263694 

303 

1.0e-170 

358 
99 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170365 


Seq. ID 


LIB3234-100-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4586052 


BLAST score 


45 


E value 


4.0e-49 


Match length 


119 


% identity 


82 


NCBI Description 


(AC007020) unknown protein [Arabidopsis thaliana] 


Seq. No. 


170366 


Seq. ID 


LIB3234-100-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl542941 


BLAST score 


180 


E value 


2.0e-13 


Match length 


47 


% identity 


85 


NCBI Description 


(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus 


Seq. No. 


170367 


Seq. ID 


LIB3234-100-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl351135 


BLAST score 


630 


E value 


6.0e-66 


Match length 


132 


% identity 


93 


NCBI Description 


SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE ) 


>gi 436792 emb CAA50317 (X70990) sucrose synthase 



[Arabidopsis thaliana] 



23200 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



170368 

LIB3234-100-P1-K1-B6 

BLASTX 

gl31286 

395 

1.0e-38 

99 

79 

PHOTOSYSTEM II 4 4 KD REACTION CENTRE PROTEIN PRECURSOR (P6 

PROTEIN) (CP43) >gi_2144 937j?ir F2SP44 photosystem II 

chlorophyll a-binding protein psbC - spinach chloroplast 
>gi_12281_emb_CAA25864__ (X01724) 44 kd reaction-centre 
protein [Spinacia oleracea] >gi_343362 (M36833) 44 kD 
chlorophyll a apoprotein [Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170369 

LIB3234-100-P1-K1-B7 

BLASTX 

g2499535 

438 

2.0e-43 

128 
69 

2 -OXOGLUTARATE /MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170370 

LIB3234-100-P1-K1-B8 

BLASTX 

g4455341 

320 

1.0e-29 

101 



(AL035522) 
thaliana] 



O-methyltransf erase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170371 

LIB3234-100-P1-K1-B9 

BLASTX 

g462147 

699 

4.0e-74 
133 

99 - 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose- 6-phosphate 
isomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



170372 

LIB3234-100-P1-K1-C4 
BLASTN 



23201 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159708 
362 

0.0e+00 

394 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MKP6, complete sequence 



PI clone 



170373 

LIB3234-100-P1-K1-C8 

BLAST N 

g4432811 

277 

1.0e-154 

379 
97 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170374 

LIB3234-100-P1-K1-D1 

BLASTN 

g4734003 

283 

1.0e-158 

370 
94 

Arabidopsis thaliana chromosome II BAC F3L12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170375 

LIB3234-100-P1-K1-D11 

BLASTN 

g2264303 

23 

5.0e-03 

101 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170376 

LIB3234-100-P1-K1-D12 

BLASTN 

g3805755 

262 

1.0e-145 

360 
93 

Arabidopsis thaliana chromosome II BAC T25N22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170377 

LIB3234-100-P1-K1-D2 

BLASTX 

gl345973 

471 



23202 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-47 

105 

82 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1,14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795__dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



170378 

LIB3234-100-P1-K1-D3 

BLASTN 

g3108025 

125 

7.0e-64 

318 

97 

Arabidopsis thaliana chromosome 
.sequence [Arabidopsis thaliana] 



1 BAC T13D8, complete 



170379 

LIB3234-100-P1-K1-D8 

BLASTN 

g4584519 

156 

1.0e-82 

210 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F11C18 



170380 

LIB3234-100-P1-K1-E10 

BLASTX 

g267069 

540 

2.0e-55 

100 
100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ15 94 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

170381 

LIB3234-100-P1-K1-E2 

BLASTN 

g3980374 

394 

0. 0e+00 

402 

40 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 



23203 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
170382 

LIB3234-100-P1-K1-E3 

BLASTN 

g3980374 

201 

1.0e-109 

328 
50 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170383 

LIB3234-100-P1-K1-E6 

BLASTN 

g3449322 

282 

1.0e-157 

306 

63 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170384 

LIB3234-100-P1-K1-F11 

BLASTN 

g4159706 

321 

0.0e+00 

362 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

170385 

LIB3234-100-P1-K1-F12 

BLASTX 

g2252634 

184 

1.0e-13 

59 

63 

(U95973) hypothetical protein [Arabidopsis thaliana] 
170386 

LIB3234-100-P1-K1-F4 

BLASTX 

gl31372 

161 

6.0e-ll 

34 
100 

PHOTOS YSTEM II REACTION CENTRE M PROTEIN 

>gi_72719_pir F2RZM photosystem II protein psbM - rice 

chloroplast >gi_11969_emb_CAA33984__ (X15901) PSII low MW 
protein [Oryza sativa] >gi_2924261_emb_CAA774 13_ (Z00044) 



23204 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PSII M-protein [Nicotiana tabacum] >gi__226687_prf_ 
photosystem II low MW protein [Oryza sativa] 



170387 

LIB3234-100-P1-K1-F6 

BLASTN 

g3335170 

83 

5.0e-39 

228 

92 

Arabidopsis thaliana embryo-specific protein 3 
complete cds 



1603356M 



(ATS3) gene, 



Seq. No. 
Seq. ID 
Method 



170388 

LIB3234-100-P1-K1-F8 

BLASTX 

g3335169 

414 

9.0e-41 

83 

92 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4 455197_emb_CAB36520 . 1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

170389 

LIB3234-100-P1-K1-G10 

BLASTX 

gl37580 

168 

8.0e-12 

126 

32 

VICILIN PRECURSOR {ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

170390 

LIB3234-100-P1-K1-G6 

BLASTX 

gl076366 

548 

2.0e-56 

106 

97 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi__992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 

170391 

LIB3234-100-P1-K1-H1 
BLASTX 



23205 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3421094 
496 

3.0e-50 

103 

94 

(AF043527) 20S proteasome subunit PAF2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170392 

LIB35-001-Q1-E1-A2 

BLASTX 

gl717957 

97 

2.0e-09 

90 
49 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 

>gi_100923_pir A41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - maize 
>gi_168607 (M77224) Rieske Fe-S protein [Zea mays] 

170393 

LIB35-001-Q1-E1-B6 

BLASTN 

g2245031 

401 

0.0e+00 

409 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170394 

LIB35-001-Q1-E1-B7 

BLASTN 

g3150396 

49 

2.0e-18 

77 
91 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170395 

LIB35-001-Q1-E1-B8 

BLASTX 

g4335755 

217 

1.0e-17 

102 
55 

(AC006284) putative hydroxyproline-rich glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170396 

LIB35-001-Q1-E1-C8 



23206 



Method 


BLASTX 


NCBI GI 


g3123279 


oxjrikO i. o u i c 


■J O -L 


E value 


9.0e-37 


Match length 


78 


% identity 


91 


NCBI Description 


40S RIBOSOMAL PROTEIN S26 >gi 26 




ribosomal protein S26 [Arabidops 


Seq. No. 


170397 


Seq. ID 


LIB35-001-Q1-E1-D8 


Method 


BLASTN 


LN J_> J. Ul 




BLAST score 


33 


E value 


2.0e-09 


Match length 


81 


% identity 


85 


NCBI Description 


Cloning vector pSportl, complete 


Seq. No. 


170398 


Seq. ID 


LIB35-001-Q1-E1-E4 


Method 


BLASTX 




y *i o Z / ZOO 


BLAST score 


591 


E value 


2.0e-61 


Match length 


126 


% identity 


90 


NCBI Description 


(AB027002) plastidic aldolase [N. 


Seq. No. 


170399 


Seq. ID 


LIB35-001-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


g3241923 


BLAST score 


59 


E value 


2.0e-24 


Match length 


95 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA 



(AC002336) putative 



PI clone: 



MMN10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170400 

LIB35-001-Q1-E1-E9 

BLASTX 

g2961285 

382 

3.0e-37 

72 

97 

(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit b [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170401 

LIB35-001-Q1-E1-F1 

BLASTX 

g4185511 

440 

9.0e-44 



23207 



Match length 85 

% identity 100 

NCBI Description (AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 

Seq. No. 170402 

Seq. ID LIB35-001-Q1-E1-H1 

Method BLASTX 

NCBI GI g4559396 

BLAST score 131 

E value 5.0e-39 

Match length 104 

% identity 88 

NCBI Description (AC006526) unknown protein [Arabidopsis thaliana] 

Seq. No. 170403 

Seq. ID LIB35-002-Q1-E1-D3 

Method BLASTX 

NCBI GI g544424 

BLAST score 305 

E value 4.0e-28 

Match length 70 

% identity 86 



NCBI Description GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi__4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78 711_ (214987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170404 

LIB35-002-Q1-E1-E9 

BLASTN 

g2924257 

148 

1.0e-77 

350 
43 

Tobacco chloroplast genome DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170405 

LIB35-002-Q1-E1-F9 

BLASTX 

gl31398 

339 

6.0e-32 

98 
73 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb__N37466 and gb_T4 5400 



23208 



come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170406 

LIB35-002-Q1-E1-G1 

BLASTX 

gl31398 

451 

5.0e-45 

107 

86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 


170407 


Seq. ID 


LIB35-003-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


g2264318 


BLAST score 


166 


E value 


2 . 0e-88 


Match length 


336 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 5/ PI clone 




MUP24, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170408 


Seq. ID 


LIB35-003-Q1-E1-B10 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


183 


E value 


1.0e-13 


Match length 


59 


% identity 


66 


NCBI Description 


(AF022389) ADP-ribosylation factor [Vigna unguiculata] 


Seq. No. 


170409 


Seq. ID 


LIB35-003-Q1-E1-B4 


Method 


BLASTN 


NCBI GI 


g4096078 


BLAST score 


203 


E value 


1.0e-110 


Match length 


385 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T5A14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170410 


Seq. ID 


LIB35-003-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


g4063730 


BLAST score 


136 



23209 



E value 
Match length 
% identity 
NCBI Description 



9.0e-71 

176 

97 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170411 

LIB35-003-Q1-E1-E6 

BLASTN 

g3193311 

305 

1.0e-171 

324 
98 

Arabidopsis thaliana BAC F6N15 
170412 

LIB35-004-Q1-E1-E2 

BLASTX 

g4581163 

357 

4.0e-34 

70 

99 

(AC006220) unknown protein [Arabidopsis thaliana] 
170413 

LIB35-004-Q1-E1-F1 

BLASTN 

g4220641 

192 

1.0e-104 

346 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170414 

LIB35-004-Q1-E1-G7 

BLASTX 

gl31398 

191 

1.0e-14 

87 
51 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi__72714_jpir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37 531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 



170415 



23210 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-004-Q1-E1-H5 

BLASTX 

g267077 

624 

6.0e-72 

147 
97 

TUBULIN BETA-5 CHAIN >gi_32018 6_pir JQ1589 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 (M84702) beta-5 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170416 

LIB35-005-Q1-E1-C9 

BLASTX 

gl346156 

321 

1.0e-29 

87 
72 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL 2 PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE} 
( SHMT) >gi_481943_pir S40213 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - Flaveria pringlei 
>gi_4 37 997_emb_CAA81079_ (Z25860) glycine 
hydroxymethyltransf erase [Flaveria pringlei] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170417 

LIB35-005-Q1-E1-E10 

BLASTX 

gl31398 

214 

1.0e-17 

62 
74 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47__emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 679, gb_N3752 0, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170418 

LIB35-005-Q1-E1-E5 

BLASTX 

gll5783 

505 

2.0e-51 

95 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6__emb_CAA2754 3_ (X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 



23211 



Seq. No. 


170419 


Seq. ID 


LIB35-005-Q1-E1-F10 


Method 


BLASTX 


JNO.D-L O-L 




BLAST score 


322 


E value 


4.0e-50 


Match length 


107 


% Identity 


93 


NCBI Description 


(AC005508) 44123 [Ar 


Seq. No. 


170420 


Seq. ID 


LIB35-005-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g4757678 


BLAST score 


254 


E value 


1.0e-141 


Match length 


282 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 



I BAC F9H16 genomic 



sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170421 

LIB35-007-Q1-E1-A2 

BLASTX 

gll72969 

548 

2.0e-56 

112 
97 

60S RIBOSOMAL PROTEIN Lll (L16) >gi_62 9552__pir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ (X81798) ribosomal protein L16 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170422 

LIB35-007-Q1-E1-B12 

BLASTX 

gll5767 

396 

1.0e-38 

89 
85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_8 1603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170423 

LIB35-007-Q1-E1-F10 

BLASTX 

g2529685 

431 

1.0e-42 

87 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match i 
% ident 
NCBI De 



ength 
ity 

scription 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC002535) putative dimethyladenosine transferase 
[Arabidopsis thaliana] 

170424 

LIB35-007-Q1-E1-F3 

BLASTX 

gl31398 

411 

3.0e-40 

105 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170425 

LIB35-007-Q1-E1-G11 

BLASTX 

g4115925 

469 

5.0e-47 

143 

51 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


170426 


Seq. ID 


LIB35-007-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2618725 


BLAST score 


647 


E value 


6.0e-68 


Match length 


128 


% identity 


98 


NCBI Description 


(U49074) IAA18 [Arabidopsis thaliana] 


Seq. No. 


170427 


Seq. ID 


LIB35-007-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g4240120 


BLAST score 


516 


E value 


1.0e-52 


Match length 


104 


% identity 


95 


NCBI Description 


(AB007801) cytochrome b5 [Arabidopsis 


Seq. No. 


170428 


Seq. ID 


LIB35-008-Q1-E1-A1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31398 

327 

2.0e-30 

68 
99 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__16447_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170429 

LIB35-008-Q1-E1-A4 

BLASTX 

g4455313 

160 

2.0e-ll 

60 
57 

(AL035528) fatty acid elongase-like protein (cer2-like) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170430 
LIB35- 
BLASTX 
g38343 
712 

1.0e-7 

139 

98 

(AC005 
factor 
contig 



008-Q1-E1-B10 

19 

5 



679) Similar to gi__2244754 heat shock transcription 
HSF30 homolog from Arabidopsis thaliana chromosome 4 
gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170431 

LIB35-008-Q1-E1-C5 

BLASTX 

gll5767 

692 

4.0e-73 

131 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170432 

LIB35-008-Q1-E1-D4 
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Method 


O • 

BLASTN 


NCBI GI 


g4757390 


BLAST score 


120 


E value 


3.0e-61 


Match length 


120 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 
F24B18, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170433 

LIB35-008-Q1-E1-D8 

BLASTX 

gl31398 

358 

4.0e-34 

94 

80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_l 6447_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858 / gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb^N64965, gb_Z17592 and gb__N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170434 

LIB35-008-Q1-E1-E1 

BLASTX 

gl31372 

150 

1.0e-09 

33 
97 

PHOTOSYSTEM II REACTION CENTRE M PROTEIN 

>gi_72719_pir F2RZM photosystem II protein psbM - rice 

chloroplast >giJL1969_emb_CAA33984_ (X15901) PSII low MW 
protein [Oryza sativa] >gi_2 924261_emb_CAA77413__ (Z00044) 

PSII M-protein [Nicotiana tabacum] >gi__22 6687_prf 1603356M 

photosystem II low MW protein [Oryza sativa] 

170435 

LIB35-008-Q1-E1-E4 

BLASTN 

gl6446 

33 

3.0e-09 

77 

86 

A. thaliana gene for photosystem II 10 kDa polypeptide 
170436 

LIB35-008-Q1-E1-E8 

BLASTN 

g4567193 

124 



23215 



II 



E value 


3.0e-63 


Match length 


365 


% identity,.. . 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26C19 




sequence, complete sequence 


Seq. No. 


170437 


Seq. ID 


LIB35-008-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g3869074 


BLAST score 


210 


E value 


1.0e-114 


Match length 


253 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MMI9, complete sequence [Arabidopsis thaliana 


Seq. No. 


170438 


Seq. ID 


LIB35-008-Q1-E1-G10 


Method 


BLASTN 






BLAST score 


278 


E value 


1.0e-155 


Match length 


322 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC IG005I10 


Seq. No. 


170439 


Seq. ID 


LIB35-008-Q1-E1-G3 


Method 


BLASTX 


IV JD _L O -L 




BLAST score 


264 


E value 


5.0e-23 


Match length 


88 


% identity 


56 


NCBI Description 


(AC002387) hypothetical protein [Arabidopsis 


Seq. No. 


170440 


Seq. ID 


LIB35-008-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g3980389 


"RT 7\ C T onA-TQ 
■DJ-irlO 1 bOUIc 




E value 


4.0e-33 


Match length 


87 


% identity 


82 


NCBI Description 


(AC004561) putative glutathione S-transf erase 




thaliana] 


Seq. No. 


170441 


Seq. ID 


LIB35-008-Q1-E1-H6 


Method 


BLASTN 


NCBI GI 


gl6506 


BLAST score 


63 


E value 


9.0e-27 


Match length 


67 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 18S rRNA gene 



5, PI clone: 



[Arabidopsis 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170442 

LIB35-009-Q1-E1-B12 

BLASTX 

g2213583 

369 

3.0e-35 

119 

67 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
170443 

LIB35-009-Q1-E1-B6 

BLASTX 

g3063472 

524 

2.0e-53 

98 

99 

(AC003981) 



F22013.34 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170444 

LIB35-009-Q1-E1-C5 

BLASTX 

g4741960 

746 

2.0e-79 

139 
97 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170445 

LIB35-009-Q1-E1-C7 

BLASTX 

gll68529 

177 

2.0e-47 

109 

94 

SERINE /THREONINE-PROTEIN KINASE ASK1 >gi_54 18 90_pir S36944 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >giJL66882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi 1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170446 

LIB35-009-Q1-E1-D1 

BLASTX 

gll5767 

284 

9.0e-26 

75 

76 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
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protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


170447 


Seq. ID 


LIB35-009-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


369 


E value 


2.0e-35 


Match length 


96 


% identity 


72 


NCBI Description 


(AC000348) T7N9.12 [Arabidopsis thaliana] 


oeq . jno . 


1 i n A A Q 
1 / U 4 4 0 


Seq. ID 


LIB35-009-Q1-E1-E4 


Method 


BLAST N 


NCBI GI 


g2262155 


BLAST score 


232 


E value 


1.0e-127 


Match length 


425 


% identity 


99 


NCBI Description 


DNA sequence of Arabidopsis thaliana BAC F5J6 




chromosome IV, complete sequence [Arabidopsis 


Seq. No. 


170449 


Seq. ID 


LIB35-009-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


g3367568 


BLAST score 


322 


E value 


8.0e-30 


Match length 


99 


% identity 


62 


NCBI Description 


(AL031135) protein kinase - like protein [Aral 




thaliana] 


Seq. No. 


170450 


Seq. ID 


LIB35-009-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g4063542 


BLAST score 


761 


E value 


3.0e-81 


Match length 


152 


% identity 


99 



NCBI Description 



(AF035 903) ATP synthase beta subunit [Cupaniopsis 
anacardioides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170451 

LIB35-009-Q1-E1-G4 

BLASTX 

gl31398 

272 

5.0e-24 

104 

56 

PHOTOSYSTEM II 
>gi_72714_pir_ 



10 KD POLYPEPTIDE PRECURSOR 

F2MU10 photosystem II 10K protein precursor 
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® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- Arabidopsis thaliana >gi_16447__emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi__3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970, ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb__T04679, gbJSI37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



170452 
LIB35- 
BLASTX 
g47551 
197 

4.0e-l 

81 
47 

(AC007 
[Arabi 



009-Q1-E1-G7 

96 

5 



018) similar to the GDSL family of lipolytic enzymes 
dopsis thaliana] 



170453 

LIB35-010-Q1-E1-E3 

BLASTX 

gll5783 

222 

1.0e-18 

57 
77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >giJL637 6_emb_CAA27 54 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170454 

LIB35-011-Q1-E1-A10 

BLASTX 

g2129777 

47 

4.0e-10 

59 
71 

Y49 protein - Arabidopsis thaliana >gi_928 969_emb_CAA62033_ 
(X90385) Y49 [Arabidopsis thaliana] >gi_1020157 (U26937) 
DNA-binding protein [Arabidopsis thaliana] 
>gi_4581115_gb_AAD24 605.1_AC005825_12 (AC005825) MYB-like 
protein; very similar to GB: 2129777 [Arabidopsis thaliana] 

170455 

LIB35-011-Q1-E1-A6 

BLASTX 

gll74162 

170 

5.0e-12 

90 
40 

(U44 97 6) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170456 

LIB35-011-Q1-E1-A7 

BLASTN 

g4115930 

278 

1.0e-155 

318 
97 

Arabidopsis thaliana BAC T4B21 
170457 

LIB35-011-Q1-E1-B12 

BLASTX 

g!31398 

346 

1.0e-32 

93 
75 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858 / gb_T88021, gb_R37531, gb__T04679, gb_N37520, 
gb_N64965, gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170458 

LIB35-011-Q1-E1-E8 

BLASTX 

g2827139 

236 

6.0e-20 

92 

57 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 934 3_emb__CAA22568_ (AL034567) 

cellulose synthase catalytic subunit (RSW1) [Arabidopsis 

thaliana] 

170459 

LIB35-011-Q1-E1-F11 

BLASTX 

g3309086 

310 

2.0e-28 

65 

91 

(AF07 6253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



170460 

LIB35-011-Q1-E1-F2 

BLASTN 

g2618720 
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® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

2.0e-12 

38 
100 

Arabidopsis thaliana early auxin-induced (IAA16) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170461 

LIB35-011-Q1-E1-F5 

BLASTX 

g4760343 

161 

4.0e-ll 

81 
41 

(AL04 97 69) putative SNRNP SM-like protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170462 

LIB35-011-Q1-E1-G2 

BLASTX 

g4309738 

500 

9.0e-51 

94 
99 

(AC006439) putative tubby protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170463 

LIB35-011-Q1-E1-G8 

BLASTX 

gll34882 

257 

2.0e-22 

96 
55 

(Z68291) cysteine protease [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170464 

LIB35-011-Q1-E1-H4 

BLASTX 

g2981439 

144 

4.0e-09 

61 

51 

(AF051853) t-SNARE SED5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170465 

LIB35-011-Q1-E1-H5 

BLASTX 

g3153207 

514 

2.0e-52 

132 
77 

(AF001949) ATHB-12 



[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170466 

LIB35-011-Q1-E1-H9 

BLASTN 

g2494106 

67 

1.0e-29 

107 
91 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170467 

LIB35-012-Q1-E1-A5 

BLASTX 

g2129549 

336 

1.0e-31 

67 
100 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK19 - 

Arabidopsis thaliana >gi_2129551_pir S71778 

calcium-dependent protein kinase 19 - Arabidopsis thaliana 
>gi_836942 (Q20624) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836948 (U20627) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170468 

LIB35-012-Q1-E1-B1 

BLASTN 

g531832 

33 

3.0e-09 

109 

83 

Cloning vector pSport2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170469 

LIB35-012-Q1-E1-C1 

BLASTN 

g4467094 

186 

1.0e-100 

375 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20D10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170470 

LIB35-012-Q1-E1-E11 

BLASTX 

g 4544445 

389 

7.0e-38 

76 
97 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
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# 



1-phosphotransferase [Arabidopsis thaliana] 



Seq. No. 


170471 


beq. iu 


LIJdjj U1Z ^1 Jlil CjZ 


Method 


BLASTX 


NCBI GI 


g3281848 


BLAST score 


366 


E value 


3.0e-35 


Match length 


74 


% identity 


99 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


170472 


beq. iu 


T TR^ ^ — 01 9 — Ol — F 1 —VI 

JjIDj J \J±£. ^/i. Hj J. Hi/ 


Method 


BLASTN 


NCBI GI 


g!6446 


BLAST score 


46 


E value 


5.0e-17 


Match length 


126 


% identity 


85 


NCBI Description 


A. thaliana gene for photosystem II 10 kDa polypeptide 


Seq. No. 


170473 


Seq. ID 


LIB35-012-Q1-E1-F3 


Metnoa 


bLAb i JN 


NCBI GI 


g4589430 


BLAST score 


271 


E value 


1.0e-151 


Match length 


301 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MLD14, complete sequence 


Seq. No. 


170474 


Seq. ID 


LilhSoO - Ulz — (J 1 — til— no 


Method 


BLASTX 


NCBI GI 


g3850570 


BLAST score 


312 


E value 


1.0e-28 


Match length 


85 


% identity 


78 


NCBI Description 


(AC005278) F15K9.6 [Arabidopsis thaliana] 


Seq. No. 


170475 


Seq. ID 


LIB35-013-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


58 


E value 


3.0e-15 


Match length 


62 


% identity 


82 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 



23223 



gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



o e q ■ in v * 


1 10 A 1 & 


Seq. ID 


LIB35-013-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


128 


E value 


1.0e-65 


Match length 


387 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beg. in o . 


1 10A11 
X f \J *± i f 


Seq. ID 


LIB35-013-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g4262156 


BLAST score 


486 


E value 


5.0e-49 


Match length 


125 


% identity 


79 


NCBI Description 


(AC005275) putative component of cytochrome B6-F complex 




[Arabidopsis thaliana] 


beq . no . 


1 / U 4 / 0 


Seq. ID 


LIB35-013-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


144 


E value 


5.0e-09 


Match length 


78 


% identity 


44 


NCBI Description 


(U12390) beta-*rgalactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


170479 


Seq. ID 


LIB35-013-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g2829889 


BLAST score 


159 


E value 


1.0e-10 


Match length 


36 


% identity 


78 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


170480 


Seq. ID 


LIB35-014-Q1-E1-A1 


Method 


BLASTN 


NCBI GI 


g2828188 


BLAST score 


287 


E value 


1.0e-160 


Match length 


287 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



K3K3, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170481 

LIB35-014-Q1-E1-A2 

BLASTN 

g2924732 

142 

4.0e-74 

179 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUA2 , complete sequence [Arabidopsis thaliana] 



PI clone: 



170482 

LIB35-014-Q1-E1-A4 

BLASTN 

g4519183 

159 

3.0e-84 

297 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 



Seq. No. 


170483 


Seq. ID 


LIB35-014-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


417 


E value 


4 .Oe-41 


Match length 


80 


% identity 


100 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Seq. No. 


170484 


Seq. ID 


LIB35-014-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


306 


E value 


3.0e-33 


Match length 


84 


% identity 


95 


NCBI Description 


PHOTOSYSTEM II 10 KD 



(S22) 



>gi_72714_pir_ 



POLYPEPTIDE PRECURSOR 

_ F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gbJSf64965 / gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170485 

LIB35-014-Q1-E1-G6 

BLASTX 

gl31398 

283 

2.0e-25 



23225 



# 



Match length 

% identity 

NCBI Description 



65 

.83 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714__pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb__T41858, gb_T88021 f gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gbJT45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170486 

LIB35-014-Q1-E1-H7 

BLASTN 

g4165340 

131 

1.0e-67 

279 

95 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170487 

LIB35-015-Q1-E1-A2 

BLASTN 

g4220640 

405 

0.0e+00 

437 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPE11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170488 

LIB35-015-Q1-E1-A3 

BLASTX 

gl256424 

279 

4.0e-25 

60 

92 

(U51119) cysteine proteinase inhibitor 
campestris] 



[Brassica 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170489 

LIB35-015-Q1-E1-B5 

BLASTN 

g3659491 

258 

1.0e-143 

420 

99 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 



170490 
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# 



Seq. ID LIB35-015-Q1-E1-D5 

Method BLASTX 

NCBI GI g4220515 

BLAST score 543 

E value 8.0e-56 

Match length 105 

% identity 99 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 170491 

Seq. ID LIB35-015-Q1-E1-E4 

Method BLASTX 

NCBI GI gl31398 

BLAST score 523 

E value 2.0e-53 

Match length 121 

% identity 88 



NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714j?ir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >giJL64 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 67 9, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq, No. 


170492 


Seq. ID 


LIB35-015-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


504 


E value 


4.0e-51 


Match length 


132 


% identity 


70 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


170493 


Seq. ID 


LIB35-015-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


g2252848 


BLAST score 


212 


E value 


1.0e-116 


Match length 


215 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC TM018A10 


Seq. No. 


170494 


Seq. ID 


LIB35-015-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g4585952 


BLAST score 


376 


E value 


0.0e+00 


Match length 


421 


% identity 


100 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC 




complete sequence 
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® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170495 

LIB35-015-Q1-E1-H1 

BLASTN 

g4757662 

141 

2.0e-73 

307 
97 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170496 

LIB35-015-Q1-E1-H4 

BLASTN 

g4335744 

69 

2.0e-30 

197 

84 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170497 


Seq. ID 


LIB35-016-Q1-E1-B6 


Method 


BLASTN 


NCBI GI 


g3128143 


BLAST score 


81 


E value 


6.0e-38 


Match length 


165 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, P 




MTI20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170498 


Seq. ID 


LIB35-016-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


g2443755 


BLAST score 


239 


E value 


4.0e-20 


Match length 


56 


% identity 


80 


NCBI Description 


(AF020433) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


170499 


Seq. ID 


LIB35-016-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g2979545 


BLAST score 


150 


E value 


1.0e-09 


Match length 


71 


% identity 


44 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


170500 


Seq. ID 


LIB35-016-Q1-E1-D9 


Method 


BLASTX 



clone 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5767 
268 

1.0e-30 

85 
81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


1 i f\ c, m 
1 / Uoul 


Seq. ID 


LIB35-016-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


96 


E value 


6.0e-47 


Match length 


160 


% identity 


90 


NCBI Description 


A. thaliana gene for photosystem II 


Seq. No. 


170502 


Seq. ID 


LIB35-016-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g!495804 


BLAST score 


413 


E value 


9.0e-41 


Match length 


98 


% identity 


73 


NCBI Description 


(X96406) 13-lipoxygenase [Solanum 


Seq. No. 


170503 


Seq. ID 


LIB35-016-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g2494106 


BLAST score 


115 


E value 


4.0e-58 


Match length 


203 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome 1 


complete sequence [Arabidopsis tha 


Seq. No. 


170504 


Seq. ID 


LIB35-016-Q1-E1-F9 


Method 


BLASTX 


NCBI GI 


g4586021 


BLAST score 


361 


E value 


1.0e-34 


Match length 


89 



YAC YUP8H12R sequence, 



% identity 

NCBI Description 



80 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170505 

LIB35-016-Q1-E1-G10 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl32677 

183 

1.0e-25 

94 
70 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170506 

LIB35-016-Q1-E1-G2 

BLASTX 

g4583542 

392 

4.0e-38 

112 

78 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170507 

LIB35-016-Q1-E1-G7 

BLASTN 

g2689438 

32 

1.0e-08 

119 

86 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170508 

LIB35-016-Q1-E1-H4 

BLASTX 

gl402912 

498 

2.0e-50 

116 

85 

(X98317) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170509 

LIB35-017-Q1-E1-A1 

BLASTX 

g2851508 

486 

3.0e-49 

97 

93 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 
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® 



Seq. No. 


170510 


Seq. ID 


LIB35-017H 


Method 


rSLAb 1 A 


NCBI GI 


g3386618 


BLAST score 


377 


E value 


3.0e-36 


Match length 


116 


% identity 


63 


NCBI Description 


(AC004665) 


Seq. No. 


170511 


Seq. ID 


LIB35-017- 


Method 


"DT 7\ CTV 


NCBI GI 


g4741960 


BLAST score 


490 


E value 


2.0e-49 


Match length 


115 


% identity 


83 


NCBI Description 


(AF134130) 


Seq. No. 


170512 


Seq. ID 


LIB35-017- 


Method 


BLASTX 


NCBI GI 


g417381 


BLAST score 


237 


E value 


6.0e-20 


Match length 


96 


% identity 


53 


NCBI Description 


NITRILASE 



hypothetical protein [Arabidopsis thaliana] 



Q1-E1-B8 



1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb_CAA4504 1_ 
nitrilase I [Arabidopsis thaliana] 



(EC 3.5.5.1) 

(X63445) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170513 

LIB35-017-Q1-E1-B9 

BLAST X 

gl31398 

417 

4.0e-41 

90 
94 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>giJ72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X5597Q. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170514 

LIB35-017-Q1-E1-D1 

BLASTN 

g3859658 

226 

1.0e-124 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



440 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 



170515 

LIB35-017-Q1-E1-D4 

BLASTX 

gll5783 

430 

6.0e-43 

92 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
( CAB -140) ( LHCP ) >gi_l 637 6_emb_CAA2 7 5 4 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 


170516 


Seq. ID 


LIB35-017-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4468813 


BLAST score 


192 


E value 


9.0e-15 


Match length 


100 


% identity 


43 


NCBI Description 


(AL035601) putative protein [Arabi< 


Seq. No. 


170517 


Seq. ID 


LIB35-017-Q1-E1-E8 


Method 


BLASTN 


NCBI GI 


g3869072 


BLAST score 


48 


E value 


3.0e-18 


Match length 


82 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MJB24 , complete sequence [Arabidop 


Seq. No. 


170518 


Seq. ID 


LIB35-017-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


34 


E value 


8.0e-10 


Match length 


142 


% identity 


81 


NCBI Description 


A. thaliana gene for photosystem II 


Seq. No. 


170519 


Seq. ID 


LIB35-017-Q1-E1-H4 


Method 


BLASTN 


NCBI GI 


g2618605 


BLAST score 


214 


E value 


1.0e-117 


Match length 


338 


% identity 


99 



chromosome 5, PI clone: 
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NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUK11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170520 

LIB35-018-Q1-E1-A11 

BLASTN 

g4567259 

206 

1.0e-112 

323 
96 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



170521 

LIB35-018-Q1-E1-B7 

BLASTX 

g418548 

164 

3.0e-ll 

73 

47 

HYPOTHETICAL 15.7 
(0138) >gi_396391 



KD PROTEIN IN APHA-UVRA INTERGENIC REGION 
_ (U00006) No definition line found 

[Escherichia coli] >gi_1790491 (AE000479) orf, hypothetical 
protein [Escherichia coli] 

170522 

LIB35-018-Q1-E1-C12 

BLASTX 

g2809233 

363 

1.0e-34 

91 

86 

(AC002560) F21B7.2 [Arabidopsis thaliana] 
170523 

LIB35-018-Q1-E1-C3 

BLASTX 

gl31398 

461 

3.0e-46 

103 
88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 



170524 

LIB35-018-Q1-E1-C4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl 0978 7 7 
612 

9.0e-64 

128 
92 

aminolevulinate dehydratase [Lycopersicon esculentum] 
170525 

LIB35-018-Q1-E1-D1 

BLASTX 

g4262232 

455 

2.0e-45 

116 
82 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170526 

LIB35-018-Q1-E1-D4 

BLASTX 

g!31397 

236 

6.0e-20 

109 
57 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 

170527 

LIB35-018-Q1-E1-D7 

BLASTX 

gll5783 

490 

1.0e-49 

96 
97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170528 

LIB35-018-Q1-E1-G4 

BLASTX 

gl749676 

248 

4.0e-21 

125 

42 
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NCBI Description 



(D89234) similar to Saccharomyces cerevisiae ORF YGR205W, 
EMBL Accession Number Z72990 [Schizosaccharomyces pombe] 



Seq. No. 


i / uozy 


Seq. ID 


LIB35-018-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


142 


E value 


7.0e-09 


Match length 


47 


% identity 


62 


NCBI Description 


(U138 66) non- functional 


Seq. No. 


170530 


Seq. ID 


LIB35-018-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


331 


E value 


4.0e-31 


Match length 


69 


% identity 


90 


NCBI Description 


CHLOROPHYLL A-B BINDING 



PROTEIN OF LHCII 
(CAB- 140) (LHCP) >gi_1637 6_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

14 0) [Arabidopsis 



Seq. 
Seq. 



No. 

ID 



Method 



170531 

LIB35-018-Q1-E1-H4 
BLASTN 



NCBI GI 


g2924733 


BLAST score 


77 


E value 


3.0e-35 


Match length 


272 


% identity 


86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 


NCBI Description 




MUF9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170532 


Seq. ID 


LIB35-019-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g2146733 


BLAST score 


428 


E value 


3.0e-42 


Match length 


75 


% identity 


96 


NCBI Description 


GAST1 protein homolog (clone GASA1) - Arabidopsis thaliana 


Seq. No. 


170533 


Seq. ID 


LIB35-019-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


gll69341 


BLAST score 


324 


E value 


4.0e-30 


Match length 


116 


% identity 


32 


NCBI Description 


DEHYDRIN XERO 2 (LOW-TEMPERATURE- INDUCED PROTEIN LTI30) 


>gi 2129571 pir S63689 dehydrin - Arabidopsis thaliana 
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# 



>gi_633763 (U19536) dehydrin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170534 

LIB35-019-Q1-E1-E3 

BLASTX 

g4006934 

443 

4.0e-44 

84 
100 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
170535 

LIB35-019-Q1-E1-E4 

BLASTN 

g3702315 

332 

0.0e+00 

340 

99 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170536 

LIB35-019-Q1-E1-G3 

BLASTX 

gl31398 

165 

9.0e-12 

74 

45 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170537 

LIB35-019-Q1-E1-G6 

BLASTN 

g732560 

332 

0.0e+00 

339 

99 

A. thaliana H1-1C mRNA for histone Hl-1 (partial) 
170538 

LIB35-019-Q1-E1-G8 

BLASTX 

g3135261 

693 

3.0e-73 
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Match length 

% identity 

NCBI Description 



135 
98 

(AC003058) putative 18.5 KDa class I heat shock protein 
[Arabidopsis thaliana] 



Seq. No. 


170539 


Seq. ID 


LIB35-019-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


176 


E value 


2.0e-94 


Match length 


256 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




i/lO Tl /^t^-mvil^-rci o Cirri innPD r Z\ raKl HoriQ 1 Q 3 1 1 Pi Tl ^ 
L v ioul, C OIEip J_ e L. e fat?quyil(-y i^-l- aJjlUU|Jolo uiidXXcLiic 


Seq. No. 


170540 


Seq. ID 


LIB35-019-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g3378491 


BLAST score 


253 


E value 


1.0e-21 


Match length 


80 


% identity 


60 


NCBI Description 


(AJ007578) pRIBS protein [Ribes nigrum] 


Seq. No. 


170541 


Seq. ID 


LIB35-019-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g4220645 


BLAST score 


120 


E value 


7.0e-61 


Match length 


397 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone: 



PI clone: 



MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170542 


Seq. ID 


LIB35-019-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


111 


E value 


6.0e-56 


Match length 


123 


% identity 


85 


NCBI Description 


A. thaliana gene for photosystem 


Seq. No. 


170543 


Seq. ID 


LIB35-019-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g2194127 


BLAST score 


402 


E value 


2.0e-39 


Match length 


106 


% identity 


69 


NCBI Description 


(AC002062) Strong similarity to 



protein kinase { gb_ATLECGENE ) and F20P5.16. [Arabidopsis 
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# 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170544 

LIB35-019-Q1-E1-H9 

BLASTN 

g2618602 

263 

1.0e-146 

393 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170545 

LIB35-020-Q1-E1-D4 

BLASTN 

g3869069 

123 

1.0e-62 

271 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


170546 


Seq. ID 


LIB35-020-Q1-E1-E6 


Method 


BLAST X 


NCBI GI 


g4581141 


BLAST score 


155 


E value 


2.0e-10 


Match length 


85 


% identity 


46 


NCBI Description 


(AC006919) unknown protein 


Seq. No. 


170547 


Seq. ID 


LIB35-020-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g437313 


BLAST score 


43 


E value 


5.0e-15 


Match length 


43 


% identity 


59 


NCBI Description 


Arabidopsis thaliana DNA se 


Seq. No. 


170548 


Seq. ID 


LIB35-020-Q1-E1-G12 


Method 


BLASTN 


NCBI GI 


g2065012 


BLAST score 


155 


E value 


6.0e-82 


Match length 


215 


% identity 


93 


NCBI Description 


A. thaliana mRNA for cyclic 


Seq. No. 


170549 


Seq. ID 


LIB35-020-Q1-E1-G3 


Method 


BLASTX 



sequence with repeats 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2341034 
499 

1.0e-50 

110 
93 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
170550 

LIB35-021-Q1-E1-A7 

BLASTX 

gl31398 

221 

2.0e-18 

104 
58 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi 72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170551 

LIB35-021-Q1-E1-D4 

BLASTN 

g4519183 

88 

8.0e-42 

298 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 

170552 

LIB35-021-Q1-E1-D6 

BLASTX 

g!31398 

58 

1.0e-ll 

97 
45 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 67 9, gb__N37520, 
gb_N64965 f gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



170553 

LIB35-022-Q1-E1-B11 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl946354 
191 

1.0e-103 

309 
99 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

170554 

LIB35-022-Q1-E1-B4 

BLASTX 

g3242721 

675 

4.0e-71 

142 
91 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170555 

LIB35-022-Q1-E1-B9 

BLASTN 

g2264303 

218 

1.0e-119 

266 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170556 

LIB35-022-Q1-E1-C11 

BLASTN 

g4335744 

63 

8.0e-27 

167 
84 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170557 

LIB35-022-Q1-E1-C12 

BLASTX 

g4006853 

703 

2.0e-74 

137 
100 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 170558 

Seq. ID LIB35-022-Q1-E1-C7 

Method BLASTN 

NCBI GI g2341023 

BLAST score 245 
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It 



E value 
Match length 
% identity 
NCBI Description 



1.0e-135 

400 

94 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



170559 

LIB35-022-Q1-E1-E1 
BLASTN 



NCBI GI 


g4559375 


BLAST score 


123 


E value 


1 Pi q CO 


Match length 


296 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F11C10 genomic 




sequence, complete sequence 


Seq. No. 


170560 


Seq. ID 


LIB35-022-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


263 


E value 


5 . Oe-23 


Match length 


58 


% identity 


90 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


170561 


Seq. ID 


LIB35-022-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g3980400 


BLAST score 


307 


E value 


3.0e-28 


Match length 


100 


% identity 


58 


NCBI Description 


(AC004561) putative tropinone reductase [Arabidopsis 




thaliana] 


Seq. No. 


170562 


Seq. ID 


LIB35-022-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


406 


E value 


1.0e-39 


Match length 


106 


% identity 


77 



NCBI Description 



PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X5597 0. ESTs gb_Z17 693, gb_N37 616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 



170563 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB35-022-Q1-E1-E2 

BLASTN 

gl769904 

67 

2.0e-29 

119 

89 

A.thaliana psbP gene 
170564 

LIB35-022-Q1-E1-F11 

BLASTX 

g3169182 

327 

2.0e-30 

69 

91 

(AC004 4 01) unknown protein [Arabidopsis thaliana] 
170565 

LIB35-022-Q1-E1-F8 

BLASTN 

g2459406 

40 

1.0e-13 

112 

85 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170566 

LIB35-022-Q1-E1-G10 

BLASTN 

g4309683 

43 

2.0e-15 

63 

92 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

170567 

LIB35-022-Q1-E1-G4 

BLASTN 

g3687221 

160 

9.0e-85 

303 
96 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170568 

LIB35-022-Q1-E1-G6 

BLASTN 

g3687221 

112 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-56 

185 

93 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170569 

LIB35-022-Q1-E1-H7 

BLASTN 

g2494106 

39 

1.0e-12 

99 
85 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170570 

LIB35-023-Q1-E1-C5 

BLASTX 

gll5783 

535 

8.0e-55 

101 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543__ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170571 

LIB35-023-Q1-E1-C6 

BLASTX 

g2493144 

404 

2.0e-39 

115 

52 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

170572 

LIB35-023-Q1-E1-D1 

BLASTX 

gl23178 

144 

5.0e-09 

62 

52 

HISTIDINOL DEHYDROGENASE, CHLOROPLAST PRECURSOR (HDH) 

>gi_99844_pir A39358 histidinol dehydrogenase (EC 

1.1.1.23) precursor, chloroplast - cabbage >gi_167142 
(M60466) histidinol dehydrogenase [Brassica oleracea] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170573 

LIB35-023-Q1-E1-D12 

BLASTX 

g4206198 

407 

3.0e-40 

81 

99 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
170574 

LIB35-023-Q1-E1-D2 

BLASTX 

gl31398 

362 

1.0e-34 

92 

83 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_l 64 4 7_emb_CAA3 944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170575 

LIB35-023-Q1-E1-E6 

BLASTX 

g3004547 

609 

2.0e-63 

140 

86 

(AC003673) unknown protein [Arabidopsis thaliana] 
>gi_4185150 (AC005724) unknown protein [Arabidopsis 
thaliana] 

170576 

LIB35-023-Q1-E1-F5 

BLASTN 

gl6506 

101 

1.0e-49 

229 
88 

Arabidopsis thaliana 18S rRNA gene 
170577 

LIB35-024-Q1-E1-A6 

BLASTN 

g4581084 

294 

1.0e-164 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



433 
100 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

170578 

LIB35-024-Q1-E1-A7 

BLASTN 

gl6131 

395 

0.0e+00 

399 

100 

Arabidopsis thaliana genes for 5.8S rRNA and 25S rRNA with 
18S rRNA fragment 

170579 

LIB35-024-Q1-E1-C9 

BLASTX 

g2688824 

254 

6.0e-22 

69 

74 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 

170580 

LIB35-024-Q1-E1-D1 

BLASTN 

g3128136 

288 

1.0e-161 

291 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

170581 

LIB35-024-Q1-E1-H10 

BLASTN 

g4699904 

373 

0. 0e+00 

404 

100 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 

170582 

LIB35-025-Q1-E1-A2 

BLASTN 

g4741953 

52 

2.0e-20 

143 
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# 



NCBI Description Arabidopsis thaliana Lhcb4.2 protein (Lhcb4.2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170583 

.LIB35-025-Q1-E1-A5 
BLASTX 
gl550738 
275 

2.0e-24 

88 
65 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2 982443_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



170584 

LIB35-025-Q1-E1-B8 

BLASTX 

gl31398 

80 

4.0e-18 

63 
86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37 531, gb_T04 679, gb_N37520, 
gb__N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170585 

LIB35-025-Q1-E1-C10 

BLASTN 

g2160155 

148 

1.0e-77 

354 

98 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

170586 

LIB35-025-Q1-E1-C3 

BLASTN 

g2739359 

234 

1.0e-129 

304 

94 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170587 

LIB35-025-Q1-E1-D5 



23246 





f 


9 


# 


Method 


BLASTN 




NCBI GI 


g3128136 




BLAST score 


143 




E value 


6. 


Oe-75 




Match length 


168 




% identity 


95 






NCBI Description 


Arabidopsis thaliana genomic DNA, 


chromosome 



TAC clone: 



K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170588 

LIB35-025-Q1-E1-D8 

BLASTX 

gl!5767 

496 

3.0e-50 

117 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372^emb_CAA27 541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170589 

LIB35-025-Q1-E1-E1 

BLASTX 

gll5767 

587 

5.0e-61 

113 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170590 

LIB35-025-Q1-E1-E9 

BLASTN 

g2160132 

154 

4.0e-81 

372 
98 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170591 

.LIB35-025-Q1-E1-F10 

BLASTN 

g3873174 

300 



23247 



E value 


1.0e-168 


Match length 


336 


% identity 


98 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F14N23, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


170592 


Seq. ID 


LIB35-025-Q1-E1-G9 


Method 


BLASTX 






BLAST score 


284 


E value 


2.0e-25 


Match length 


78 


% identity 


71 


NCBI Description 


(Y11969) dnaJ-like protein [Arabidopsis thaliana] 


Seq. No. 


170593 


Seq. ID 


LIB35-025-Q1-E1-H6 


Method 


BLASTN 


NCBI GI 


g2564049 


"RT.JX^IT o n n t ^ 

DiinOl oOU-LtS 


_L U Z> 


E value 


4.0e-90 


Match length 


383 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MLE2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170594 


Seq. ID 


LIB35-02 6-Q1-E1-B11 


Method 


BLASTX 


TvTPRT (ZT 




BLAST score 


212 


E value 


7.0e-17 


Match length 


84 


% identity 


48 


NCBI Description 


(AF077030) hypothetical 43.2 kDa protein [Homo sapiens] 


Seq. No. 


170595 


Seq. ID 


LIB35-026-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g531829 


Dlinu 1 o UU J_ t: 


JL O z> 


E value 


1.0e-08 


Match length 


71 


% identity 


45 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vecto 




pSportl] 


Seq. No. 


170596 


Seq. ID 


LIB35-026-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


gl292710 


BLAST score 


580 


E value 


5.0e-60 


Match length 


114 


% identity 


59 


NCBI Description 


(X97558) calmodulin-1 [Capsicum annuum] 



23248 



Seq. No. 


170597 


Seq. ID 


LIB35-026-Q1-E1-F11 


Method 


BLASTX 




go jIo z y 


BLAST score 


182 


E value 


1.0e-13 


Match length 


78 


% identity 


54 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


170598 


Seq. ID 


LIB35-026-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


567 


E value 


2.0e-58 


Match length 


110 


% identity 


100 


NCBI Description 


(AC005970) subtilisin-like protease [Arabidopsis thaliana] 


Seq. No. 


170599 


Seq. ID 


LIB35-026-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


g4581162 


BLAST score 


254 


E value 


7.0e-22 


Match length 


73 


% identity 


58 


NCBI Description 


(AC006220) putative symbiosis-related protein [Arabidopsis 




thaliana] 


Seq. No. 


170600 


Seq. ID 


LIB35-026-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g4835246 


BLAST score 


729 


E value 


1.0e-77 


Match length 


142 


% identity 


99 


NCBI Description 


(AL04 98 62) putative disease resistance protein [Arabidopsi 




thaliana] 


Seq. No. 


170601 


Seq. ID 


LIB35-026-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


gl542877 


BLAST score 


221 


E value 


5.0e-18 


Match length 


124 


% identity 


38 


NCBI Description 


(X95908) orf [Drosophila melanogaster] 


Seq. No. 


170602 


Seq. ID 


LIB35-026-Q1-E1-G9 


Method 


BLASTN 



23249 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3869072 
274 

1.0e-153 

367 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


170603 


Seq. ID 


LIB35-026-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g4725946 


BLAST score 


285 


E value 


z . Ue-zo 


Match length 


55 


% identity 


100 


NCBI Description 


(AL04 9730) putative Phospholipase 


Seq. No. 


170604 


Seq. ID 


LIB35-027-Q1-E1-B1 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


100 


% identity 


84 


NCBI Description 


A. thaliana gene for photosystem II 


Seq. No. 


170605 


Seq. ID 


LIB35-027-Q1-E1-D5 


Method 


BLASTN 


NCBI GI 


g4159701 


BLAST score 


274 


E value 


1.0e-153 


Match length 


401 


% identity 


<"i o 

98 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




K22G18, complete sequence 


Seq. No. 


170606 


Seq. ID 


LIB35-027-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


g3150395 


BLAST score 


212 


E value 


1.0e-116 


Match length 


228 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome I 




sequence, complete sequence [Arab 


Seq. No. 


170607 


Seq. ID 


LIB35-027-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g4371278 


BLAST score 


346 


E value 


0 . 0e+00 


Match length 


370 



23250 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



98 

Arabidopsis tha liana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170608 

LIB35-027-Q1-E1-F3 

BLASTN 

g4220636 

32 

1.0e-08 

68 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

170609 

LIB35-027-Q1-E1-F5 

BLASTX 

g4585875 

153 

1.0e-56 

125 
84 

(AC005850) Unknown protein [Arabidopsis thaliana] 
170610 

LIB35-028-Q1-E1-B2 

BLASTX 

g3746062 

451 

6.0e-45 

119 

70 

(AC005311) hypothetical protein [Arabidopsis thaliana] 
170611 

LIB35-028-Q1-E1-C3 

BLASTX 

g!31398 

603 

9.0e-63 

121 

98 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170612 

LIB35-028-Q1-E1-D10 

BLASTX 

gll5783 



23251 



"RT Z\ QT cprirp 


O 

•j *j 


T* 1 "1 n a 

Hi V d _L UC 




M^+'r'h 1 prifrhh 
i id LUii ±cny lu 


101 


% identity 


99 


NCBI Description 


CHLOROPHYLL 



A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein {LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


170613 


Seq. ID 


LIB35-028-Q1-E1-E1 


Method 


BLASTN 


NCBI GI 


g4538895 


BLAST score 


44 


E value 


2 . Oe-15 


Match length 


106 


% identity 


87 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSA project) 


Seq. No. 


170614 


Seq. ID 


LIB35-028-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g4512676 


BLAST score 


510 


E value 


7 . Oe-52 


Match length 


136 


% identity 


83 


NCBI Description 


(AC006931) unknown protein [Arabidopsis 


Seq. No. 


170615 


Seq. ID 


LIB35-028-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2088654 


BLAST score 


318 


E value 


1.0e-29 


Match length 


90 


% identity 


73 


NCBI Description 


(AF002109) 60S acidic ribosomal protein 




[Arabidopsis thaliana] 


Seq. No. 


170616 


Seq. ID 


LIB35-028-Q1-E1-H2 


Method 


BLASTN 


NCBI GI 


g2618683 


BLAST score 


240 


E value 


1.0e-132 


Match length 


406 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 




sequence, complete sequence [Arabidopsi 


Seq. No. 


170617 


Seq. ID 


LIB35-028-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2244977 


BLAST score 


695 



F17A8 



23252 



® 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-73 

143 

91 

(Z97340) cysteine proteinase [Arabidopsis thaliana] 
170618 

LIB35-029-Q1-E1-B10 

BLASTX 

gll5767 

563 

3.0e-58 

107 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

170619 

LIB35-029-Q1-E1-B2 

BLASTX 

gll75014 

488 

3.0e-49 

109 

87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2B >gi_62 9543_pir_S4 4 085 
plasma membrane intrinsic protein 2b - Arabidopsis thaliana 
>gi_472879_emb_CAA53478_ (X75884) plasma membrane intrinsic 
protein 2b [Arabidopsis thaliana] 

170620 

LIB35-029-Q1-E1-D1 

BLASTN 

g4335744 

42 

2.0e-14 

42 
100 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170621 

LIB35-029-Q1-E1-E11 

BLASTN 

g3759176 

39 

1.0e-12 

39 
100 

Arabidopsis thaliana mRNA for 3-phosphoserine phosphatase, 
complete cds 



Seq. No. 



170622 



23253 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-029-Q1-E1-H6 

BLASTX 

gll5783 

361 

1.0e-34 

79 
90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170623 

LIB35-030-Q1-E1-A3 

BLASTX 

g2429467 

149 

1.0e-09 

83 
35 

(AF025462) contains similarity to glutathione S 
transferases [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170624 

LIB35-030-Q1-E1-A5 

BLASTN 

g4544405 

131 

2.0e-67 

307 
97 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 

170625 

LIB35-030-Q1-E1-A8 

BLASTX 

gl709794 

492 

9.0e-50 

128 

90 

26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN CHAIN 
BINDING PROTEIN) >gi_1165206 (U33269) MBP1 [Arabidopsis 
thaliana] >gi_44 67150_emb_CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBP1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170626 

LIB35-030-Q1-E1-B2 

BLASTX 

gl!5783 

505 

2.0e-51 

95 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 



PRECURSOR 



23254 



(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


170627 


Seq. ID 


LIB35-030-Q1-E1-D11 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


42 


E value 


1.0e-14 


Match length 


78 


% identity 


88 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


1 /UOZO 


Seq. ID 


LIB35-030-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


g2160155 


BLAST score 


202 


E value 


1.0e-110 


Match length 


368 


% identity 


98 


NCBI Description 


Sequence of BAC F21M12 from Arabidopsis 




1, complete sequence [Arabidopsis thali 


Seq. No. 


170629 


Seq. ID 


LIB35-030-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g2245079 


BLAST score 


156 


E value 


2.0e-10 


Match length 


64 


% identity 


56 


NCBI Description 


(Z97343) hypothetical protein [Arabidop 


Seq. No. 


170630 


Seq. ID 


LIB35-030-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


411 


E value 


3.0e-40 


Match length 


113 


% identity 


81 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404 166__emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

170631 

LIB35-030-Q1-E1-F1 

BLASTX 

gl31398 

386 

2.0e-37 

98 

80 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 



23255 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb__T88021 / gb_R37531, gb_T04679 / gb_N37520, 
gb_N64965, gb_Z17592 and gbJSI65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

Seq. No. 170632 

Seq. ID LIB35-030-Q1-E1-F12 

Method BLASTX 

NCBI GI g!31398 

BLAST score 153 

E value 1.0e-10 

Match length 48 

% identity 67 

NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb__N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170633 

LIB35-030-Q1-E1-G6 

BLASTX 

gl31398 

418 

4.0e-41 

100 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441 m (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170634 

LIB35-030-Q1-E1-H11 

BLASTN 

gl710247 

83 

6.0e-39 

159 
87 

Human- protein disulfide isomerase-related protein P5 mRNA, 
partial cds 



Seq. No. 



170635 



23256 



Seq. ID 


LIB35-030-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g418854 


BLAST score 


473 


E value 


1.0e-47 


Match length 


l^U 


% identity 


13 


NCBI Description 


ubiquitin precursor - parsley >gi 288112 emb__CAA45621_ 




(X64344) polyubiquitin [Petroselinum crispum] 




>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 




[Petroselinum crispum] 


Seq. No. 


170636 


Seq. ID 


LIB35-031-Q1-E1-A5 


Method 


BLASTX 


LN L. r> 1 Kj± 


g4i DO OUOi 


BLAST score 


657 


E value 


5.0e-69 


Match length 


129 


% identity 


98 


NCBI Description 


(AC007020) putative BOP1 protein [Arabidopsis thaliana] 


Seq, No. 


170637 


Seq. ID 


LIB35-031-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g2194139 


bLAbi score 


1 HI 
1/1 


E value 


3.0e-12 


Match length 


100 


% identity 


41 


NCBI Description 


(AC002062) EST gb ATTS0887 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


170638 


Seq. ID 


LIB35-031-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


g4741184 


bLAoi score 


14 b 


E value 


2.0e-76 


Match length 


319 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 




(ESSA project) 


Seq. No. 


170639 


Seq. ID 


LIB35-031-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


gll68739 


BLAST score 


1 / 5 


E value 


1.0e-12 


Match length 


37 


% identity 


89 


NCBI Description 


CARBONIC ANHYDRASE 2 (CARBONATE DEHYDRATASE 2) >gi_4 384 




(L18 901) carbonic anhydrase [Arabidopsis thaliana] 


Seq. No. 


170640 


Seq. ID 


LIB35-031-Q1-E1-D1 



23257 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl732572 

300 

3.0e-27 

106 
53 

(U72154) 



beta-glucosidase [Brassica nigra] 



170641 

LIB35-031-Q1-E1-D2 

BLASTX 

gll5767 

354 

6.0e-35 

78 
90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603__pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb__CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170642 

LIB35-031-Q1-E1-D6 

BLASTN 

g3510337 

97 

3.0e-47 

355 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170643 

LIB35-031-Q1-E1-E6 

BLASTN 

g2618605 

150 

8.0e-79 

352 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUK11, complete sequence [Arabidopsis thaliana] 



PI clone: 



170644 

LIB35-031-Q1-E1-E8 

BLASTX 

gll75014 

286 

1.0e-25 

95 

64 

PLASMA MEMBRANE INTRINSIC PROTEIN 2B >gi_629543_pir S44085 

plasma membrane intrinsic protein 2b - Arabidopsis thaliana 
>gi 472879 emb CAA53478 (X75884) plasma membrane intrinsic 



23258 



protein 2b [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170645 

LIB35-031-Q1-E1-G10 

BLASTN 

g4741959 

35 

2.0e-10 

51 

92 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170646 

LIB35-031-Q1-E1-G4 

BLASTX 

g3152558 

334 

2.0e-31 

79 
84 

(AC002986) Similar to M. tuberculosis gene gb_Z96072 and M. 
leprae gene gb_400019. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170647 

LIB35-031-Q1-E1-H6 

BLASTN 

g3176694 

307 

1.0e-172 

307 
100 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170648 

LIB35-031-Q1-E1-H9 

BLASTX 

g2809246 

548 

2.0e-56 

118 

85 

(AC002560) F2401.15 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170649 

LIB35-032-Q1-E1-A6 

BLASTX 

g585264 

164 

6.0e-14 

105 

44 

HY POXANT H I NE- GUANINE PHOSPHORIBOSYLTRANSFERASE (HGPRT) 

(HGPRTASE) >gi_2127112_pir S 66098 hypoxanthine-guanine 

phosphoribosyltransf erase - Bacillus subtilis 

>gi_4 67457_dbj_BAA05303_ (D2 6185) hypoxanthine-guanine 



23259 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



phosphoribosyl transferase [Bacillus subtilis] 
>gi_2632335_emb_CAB11844_ (Z99104) hypoxanthine-guanine 
phosphoribosyltransf erase [Bacillus subtilis] 

170650 

LIB35-032-Q1-E1-A7 

BLASTN 

g2760169 

186 

1.0e-100 

379 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI De s cr ipt i on 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



170651 

LIB35-032-Q1-E1-B4 

BLASTX 

g2499903 

152 

6.0e-10 

112 
33 

PUROMYCIN-SENSITIVE AMI NO PEPTIDASE (PSA) >gi_1184161 
(U35646) aminopeptidase [Mus musculus] 

>gi_1585925_prf 2202260A puromycin sensitive 

aminopeptidase [Mus musculus] 

170652 

LIB35-032-Q1-E1-C8 

BLASTX 

g4454029 

417 

5.0e-41 

80 
100 

(AL035394) tyrosine transaminase like protein [Arabidopsis 
thaliana] 

170653 

LIB35-032-Q1-E1-D9 

BLASTN 

g3869067 

96 

1.0e-46 

371 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170654 

LIB35-032-Q1-E1-E3 

BLASTN 

gl755171 

43 

2.0e-15 

55 
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€1 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana germin-like protein (GLP3) mRNA, 
complete cds 

170655 

LIB35-032-Q1-E1-E6 

BLASTX 

g4107103 

416 

5.0e-41 

84 
96 

(AB015143) AHP3 [Arabidopsis thaliana] 
170656 

LIB35-032-Q1-E1-F3 

BLASTX 

gll5783 

387 

1.0e-37 

78 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

170657 

LIB35-032-Q1-E1-H10 

BLASTX 

gl592672 

336 

1.0e-31 

91 

75 

(X91921) germinl [Arabidopsis thaliana] 
170658 

LIB35-033-Q1-E1-A7 

BLASTN 

g3821780 

25 

5.0e-05 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
170659 

LIB35-033-Q1-E1-C1 

BLASTX 

g!709794 

437 

2.0e-43 

105 
100 

26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN CHAIN 
BINDING PROTEIN) >gi_1165206 (U33269) MBP1 [Arabidopsis 



23261 




thaliana] >gi_44 67150_emb_CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBP1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170660 

LIB35-033-Q1-E1-D4 

BLASTX 

gll5767 

651 

2.0e-68 

124 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170661 

LIB35-033-Q1-E1-F9 

BLASTX 

gl31397 

225 

2.0e-18 

109 

55 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA2 9056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170662 

LIB35-033-Q1-E1-H1 

BLASTN 

g3033373 

48 

4.0e-18 

184 

82 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170663 

LIB35-034-Q1-E1-B12 

BLASTX 

g2244827 

211 

8.0e-30 

128 
29 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170664 

LIB35-034-Q1-E1-B2 

BLASTN 

g2182287 

162 

6.0e-86 

339 

99 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

170665 

LIB35-034-Q1-E1-C8 

BLASTX 

g730463 

306 

7.0e-28 

102 
56 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_j?ir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 

170666 

LIB35-034-Q1-E1-E6 

BLASTX 

g4039153 

279 

1.0e-24 

54 

100 

(AF104221) low temperature and salt responsive protein 
LTI6A [Arabidopsis thaliana] >gi_4325217_gb_AAD17302_ 
(AF122005) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 170667 

Seq. ID LIB35-034-Q1-E1-E7 

Method BLASTX 

NCBI GI g4467116 

BLAST score 310 

E value 2.0e-28 

Match length 88 

% identity 83 

NCBI Description (AL035538) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 170668 

Seq. ID LIB35-034-Q1-E1-F1 

Method BLASTN 

NCBI GI g4325365 

BLAST score 181 

E value 2.0e-97 

Match length 287 

% identity 97 



23263 



NCBI Description Arabidopsis thaliana BAC T3H13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170669 

LIB35-034-Q1-E1-F3 

BLASTX 

g2651314 

386 

2.0e-37 

91 

81 

(AC002336) putative ribosomal protein S2 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170670 

LIB35-034-Q1-E1-F4 

BLASTX 

gl31398 

250 

5.0e-22 

71 
73 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) .Match to photosystem II lOkDa 
polypeptide gb_X5597 0. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170671 

LIB35-034-Q1-E1-F8 

BLASTX 

gll5767 

632 

3.0e-66 

122 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

170672 

LIB35-034-Q1-E1-G12 

BLASTX 

gl!5783 

445 

2.0e-44 

85 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ (X03909) 
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chlorophyll a/b binding protein (LHCP AB 140) 
thaliana] 



[Arabidopsis 



Seq. No. 


170673 


Seq. ID 


T TT5"3 R — f! — C\1 — T?1 —CI 

LIdjj Uj4 yi bl uj 


Method 


BLASTN 


NCBI GI 


g4521999 


BLAST score 


259 


E value 


1.0e-144 


Match length 


263 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


1 / Ub /4 


Seq. ID 


LIB35-034-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g4558568 


BLAST score 


645 


E value 


1.0e-67 


Match length 


132 


% identity 


96 


NCBI Description 


(AC007138) hypothetical protein 


Seq. No. 


170675 


Seq. ID 


LIB Jo-(Jo4-Qi-El-H4 


Method 


BLASTN 


NCBI GI 


g4559344 


BLAST score 


67 


E value 


9.0e-30 


Match length 


90 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


170676 


Seq. ID 


LIB35-034-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g3766248 


BLAST score 


177 


E value 


7.0e-13 


Match length 


49 


% identity 


65 


NCBI Description 


(Y18227) blue copper binding-li 




thaliana] 


Seq. No. 


170677 


Seq. ID 


LIB35-035-Q1-E1-A2 


Method 


BLASTN 


NCBI GI 


g2494106 


BLAST score 


48 


E value 


6.0e-18 


Match length 


48 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence [Arabidopsis 



1 YAC YUP8H12R sequence, 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170678 

LIB35-035-Q1-E1-A4 

BLASTN 

g2288979 

82 

3.0e-38 

248 

78 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170679 

LIB35-035-Q1-E1-B6 

BLASTX 

g4741960 

253 

6.0e-22 

78 

69 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170680 

LIB35-035-Q1-E1-B7 

BLASTX 

g2245066 

208 

2.0e-16 

93 

52 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
170681 

LIB35-035-Q1-E1-C2 

BLASTN 

g2494106 

82 

2.0e-38 

194 
86 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170682 

LIB35-035-Q1-E1-C4 

BLASTX 

g461550 

370 

1.0e-35 

110 
65 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. No. 



170683 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB35-035-Q1-E1-D6 

BLASTN 

g3335356 

88 

7.0e-42 

104 

97 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170684 

LIB35-035-Q1-E1-D7 

BLASTN 

g3335356 

80 

4 .Oe-37 

209 

88 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170685 

LIB35-035-Q1-E1-E1 

BLASTX 

g4741960 

261 

1.0e-22 

77 

71 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
170686 

LIB35-035-Q1-E1-E4 

BLASTX 

g3327222 

236 

8.0e-20 

114 

44 

(AB014604) KIAA0704 protein [Homo sapiens] 
170687 

LIB35-035-Q1-E1-E6 

BLASTN 

g2494106 

64 

2.0e-27 

276 
85 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

170688 

LIB35-035-Q1-E1-E7 

BLASTX 

gl31398 

180 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

69 

59 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi__3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 

170689 

LIB35-035-Q1-E1-E8 

BLASTX 

gll5767 

62 

4.0e-10 

50 
76 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

170690 

LIB35-035-Q1-E1-F7 

BLASTX 

g!15767 

124 

8 .0e-50 

108 
95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

170691 

LIB35-035-Q1-E1-G5 

BLASTX 

g728880 

184 

1.0e-13 

52 
63 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54 691__ (X77588) ARD1 N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARD1 N-acetyl 
transferase related protein [Homo sapiens] 
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Seq. No. 


170692 




Seq. ID 


LIB35-035-Q1-E1 


-G6 


1X16 u no Q 


DT 7\ QTM 

CLirlo i LN 




NCBI GI 


gl632775 




BLAST score 


179 




E value 


4.0e-96 




Match length 


339 




% identity 


88 




NCBI Description 


A.thaliana t5r 


gene 


Seq. No. 


170693 




Seq. ID 


LIB35-035-Q1-E1 


-H5 


Method 


BLASTX 




NCBI GI 


gl31398 




BLAST score 


418 




E value 


4.0e-41 




Match length 


91 




% identity 


92 




NCBI Description 


PHOTOSYSTEM II 


10 KD 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gbJT41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb__N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170694 

LIB35-035-Q1-E1-H6 

BLASTN 

g3046851 

96 

1.0e-46 

332 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170695 

LIB35-036-Q1-E2-A3 

BLASTN 

g4455168 

339 

0.0e+00 

343 

100 

Arabidopsis thaliana DNA chromosome 4 f BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170696 

LIB35-036-Q1-E2-A8 

BLASTN 

g4049332 

80 

4.0e-37 
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Match length 

% identity 

NCBI Description 



297 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F8B4 



Seq. No. 


170697 


Seq. ID 


LIB35-036-Q1-E2-B2 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


241 


E value 


9.0e-54 


Match length 


114 


% identity 


89 


NCBI Description 


(AL021712) nifU-like protein [Arabidopsis thaliana] 


Seq. No. 


170698 


Seq. ID 


LIB35-036-Q1-E2-B9 


Method 


BLASTX 


NCBI GI 


gll72873 


BLAST score 


578 


E value 


7.0e-60 


Match length 


120 


% identity 


95 


NCBI Description 


CYSTEINE PROTEINASE RD21A PRECURSOR >gi 541857 pir < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



_JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619__dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

170699 

LIB35-036-Q1-E2-E1 

BLASTX 

g2501766 

156 

2.0e-10 

43 

77 

(U69174) calmodulin-like domain protein kinase isoenzyme 
gamma [Glycine max] 

170700 

LIB35-036-Q1-E2-F11 

BLASTX 

g2104957 

595 

8.0e-62 

112 
98 

(U96924) immunophilin [Arabidopsis thaliana] 
170701 

LIB35-036-Q1-E2-G11 

BLASTX 

g!827787 

258 

3.0e-22 

59 
81 
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NCBI Description C-Terminal Domain Of Gelatinase A 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170702 

LIB35-036-Q1-E2-H4 

BLASTN 

g3046856 

306 

1.0e-172 

374 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170703 


Seq. ID 


LIB35-036-Q1-E2-H9 


Method 


BLASTX 


NCBI GI 


g3095186 


BLAST score 


177 


E value 


2.0e-13 


Match length 


51 


% identity 


71 


NCBI Description 


(AF057140) cargo selection protein TIP47 


Seq. No. 


170704 


Seq. ID 


LIB35-037-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


499 


E value 


1.0e-50 


Match length 


95 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 


{ CAB- 1 40) ( LHCP ) >gi_l 637 6_emb_CAA2 7 5 4 3_ 




chlorophyll a/b binding protein (LHCP AB 




thaliana] 


Seq. No. 


170705 


Seq. ID 


LIB35-037-Q1-E1-D1 


Method 


BLASTX 


NCBI GI 


g4582789 


BLAST score 


97 


E value 


6.0e-35 


Match length 


98 


% identity 


78 


NCBI Description 


(AJ225088) Starch synthase isoform SS II 




unguiculata] 


Seq. No. 


170706 


Seq. ID 


LIB35-037-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g3790567 


BLAST score 


608 


E value 


2.0e-63 


Match length 


116 


% identity 


97 


NCBI Description 


(AF078821) RING-H2 finger protein RHAlb 




thaliana] 



[Homo sapiens] 



TYPE I PRECURSOR 
(X03909) 

14 0) [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170707 

LIB35-037-Q1-E1-F8 

BLASTX 

gll72977 

616 

3.0e-64 

132 

94 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170708 

LIB35-037-Q1-E1-H3 

BLASTX 

g4218123 

306 

6.0e-28 
117 

57 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170709 

LIB35-037-Q1-E1-H4 

BLASTN 

g2262135 

57 

3.0e-23 

340 

83 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 

170710 

LIB35-038-Q1-E1-B2 

BLASTN 

g4691223 

209 

1.0e-114 

353 
96 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170711 

LIB35-038-Q1-E1-B5 

BLASTX 

gll69201 

48 

3.0e-17 

109 
54 

DNA- DAMAGE - RE PAI R/ TOLERAT I ON PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 
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o 



Seq. No. 


170712 


Seq. ID 


LIB35-038-Q1-E1-B6 


Method 


BLASTX 


NCBI bl 


_oo A AH A A 

gzz44 / 4 4 


BLAST score 


289 


E value 


6.0e-26 


Match length 


101 


% identity 


51 


NCBI Description 


(Y13676) bZIP DNA-binding protein [Antirrhinum majus] 


Seq. No. 


170713 


Seq. ID 


LIB35-038-Q1-E1-B8 


Method 


BLASTX 


NLB1 (j± 


g^o4z / z4 


BLAST score 


546 


E value 


5.0e-56 


Match length 


109 


% identity 


99 


NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


170714 


Seq. ID 


LIB35-038-Q1-E1-B9 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


1 J4 


E value 


4.0e-69 


Match length 


393 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MGL6, complete sequence 


Seq. No. 


170715 


Seq. ID 


LIB35-038-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g4115918 


BLAST score 


o o n 


E value 


1.0e-18 


Match length 


54 


% identity 


81 


NCBI Description 


(AF118222) similar to nascent polypeptide associated 




complex alpha chain [Arabidopsis thaliana] 


Seq. No. 


170716 


Seq. ID 


LIB35-038-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4505369 


BLAST score 


174 


E value 


2.0e-12 


Match length 


79 


% identity 


47 


NCBI Description 


NADH dehydrogenase (ubiquinone) Fe-S protein 4 (18kD) 




(NADH- coenzyme Q reductase) 




>gi 3287881 sp 043181 NUYM HUMAN NADH-UBIQUINONE 




OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR (COMPLEX 1-18 KD) 



(CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) >gi_2655053 
(AF020351) NADH: ubiquinone oxidoreductase 18 kDa IP subunit 
[Homo sapiens] 



23273 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170717 

LIB35-038-Q1-E1-D3 

BLASTX 

gl31398 

519 

7.0e-53 
121 

87 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714__pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170718 

LIB35-038-Q1-E1-D6 

BLASTX 

gl31398 

160 

6,0e-12 

100 
49 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 67 9, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 


170719 


Seq. ID 


LIB35-038-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g479413 


BLAST score 


484 


E value 


8.0e-49 


Match length 


147 


% identity 


70 


NCBI Description 


myosin-like protein - Arabidopsis 


Seq. No. 


170720 


Seq. ID 


LIB35-038-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


gll75010 


BLAST score 


541 


E value 


2.0e-55 


Match length 


115 


% identity 


91 


NCBI Description 


PLASMA MEMBRANE INTRINSIC PROTEIN 



1A >gi_629540_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
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9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

170721 

LIB35-038-Q1-E1-E8 

BLASTX 

gl31398 

506 

2.0e-51 

121 

86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



-Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170722 

LIB35-038-Q1-E1-G5 

BLASTX 

g!168750 

175 

2.0e-12 

102 

38 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi_458230 (U04380) calcineurin B [Naegleria 
gruberi] 

170723 

LIB35-038-Q1-E1-G6 

BLASTX 

g3980389 

507 

2.0e-51 

117 

86 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



170724 

LIB35-038-Q1-E1-G9 

BLASTX 

g2565275 

506 

2.0e-51 

106 
85 

(AF023611) Dimlp homolog [Homo sapiens] 
170725 

LIB35-039-Q1-E1-A12 
BLASTX 
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© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3421087 
356 

5.0e-34 

73 
99 

(AF043524) 
thaliana] 



20S proteasome subunit PAE1 [Arabidopsis 



170726 

LIB35-039-Q1-E1-A5 

BLASTX 

g626042 

62 

2.0e-22 

81 

75 

beta-glucosidase, root meristem (EC 3.2. 
maize >gi_435313_emb_CAA52293_ (X74217) 
[Zea mays] 



1.-) precursor - 
beta-glucosidase 



170727 

LIB35-039-Q1-E1-A9 

BLASTX 

gll5492 

335 

2.0e-31 

65 
50 

C ALMO DUL I N - RE L AT E D PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



170728 
LIB35- 
BLASTX 
g29110 
239 

4 .Oe-2 

99 
92 

(AL021 
3-like 

(AL031 
- like 



039-Q1-E1-B10 

85 
0 



960) photosystem II oxygen-evolving complex protein 
[Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 

187) photosystem II oxygen-evolving complex protein 3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170729 

LIB35-039-Q1-E1-B12 

BLASTN 

g3176694 

43 

5.0e-15 

67 

91 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170730 

LIB35-039-Q1-E1-B2 
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o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4587530 

89 

1.0e-38 

129 
63 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAC 
gb_AC004238 

170731 

LIB35-039-Q1-E1-B9 

BLASTX 

gl361155 

187 

5.0e-14 

89 
46 

hypothetical protein o215b - Escherichia coli >gi_537235 
(U14003) Kenn Rudd identifies as gpmB [Escherichia coli] 
>gi_1790856 (AE000509) phosphoglyceromutase 2 [Escherichia 
coli] 

170732 

LIB35-039-Q1-E1-C11 

BLASTX 

g4335763 

289 

6.0e-26 

109 

49 

(AC006284) unknown protein [Arabidopsis thaliana] 
170733 

LIB35-039-Q1-E1-C2 

BLASTX 

gl31398 

488 

2.0e-49 

105 

92 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17 693, gb_N37616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb__N374 66 and gb_T45400 
come from this gene. [Arabidopsis 

170734 

LIB35-039-Q1-E1-C4 

BLASTX 

g3164134 

420 

2.0e-41 
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Match length 

% identity 

NCBI Description 



105 
76 

(D78602) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 


170735 


Seq. ID 


LIB35-039-Q1-E1-C8 


Method 


BLAST N 


NCBI GI 


g499161 


BLAST score 


32 


E value 


1.0e-08 


Match length 


92 


% identity 


84 


NCBI Description 


A. thaliana mRNA Athb-6 


Seq. No. 


170736 


Seq. ID 


LIB35-039-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g2499810 


BLAST score 


238 


E value 


6.0e-20 


Match length 


46 


% identity 


98 


NCBI Description 


PROFILIN 1 >gi 2981657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Arabidopsis Thaliana >gi_1353763 .(U43322) profilin 1 
[Arabidopsis thaliana] >gi_JL353770 (U43325) profilin 1 
[Arabidopsis thaliana] >gi_1835878_bbs_179026 (S82691) 
profilin isoform 1 [Arabidopsis thaliana, Columbia, 
flowers, Peptide, 131 aa] [Arabidopsis thaliana] 
>gi_3687242 (AC005169) profilin 1 [Arabidopsis thaliana] 

170737 

LIB35-039-Q1-E1-D10 

BLASTX 

gl31398 

500 

1.0e-50 

120 

85 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb__CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb__N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170738 

LIB35-039-Q1-E1-D11 

BLASTX 

g3929651 

93 

7.0e-38 

118 

71 
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NCBI Description 



(AJ131206) microbody NAD- dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


l / u / oy 


Seq. ID 


LIB35-039-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


620 


E value 


1.0e-64 


Match length 


119 


% identity 


98 


NCBI Description 


(AC006201) 60S ribosomal protein 


Seq. No. 


170740 


Seq. ID 


LIB35-039-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


277 


E value 


6.0e-25 


Match length 


72 


% identity 


79 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170741 

LIB35-039-Q1-E1-E2 

BLASTN 

g2341023 

347 

0. 0e+00 
367 

99 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

170742 

LIB35-039-Q1-E1-E3 

BLASTX 

g3766248 

425 

7.0e-42 

101 
80 

(Y18227) blue copper binding-like protein [Arabidopsis 
thaliana] 



Seq. No 
Seq. ID 

Method 
NCBI GI 



170743 

LIB35-039-Q1-E1-E4 

BLASTX 

gll7238 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

4.0e-37 

104 

76 

MAGNE S I UM- CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi__44 90290__emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

170744 

LIB35-039-Q1-E1-E9 

BLASTX 

g4206618 

611 

1.0e-63 

122 
100 

(AF066855) ATP synthase beta subunit [Nymania capensis] 
170745 

LIB35-039-Q1-E1-F1 

BLASTX 

gll68750 

169 

7.0e-12 

97 
38 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi_458230 (U04380) calcineurin B [Naegleria 
gruberi] 

170746 

LIB35-039-Q1-E1-F7 

BLASTX 

gl769905 

437 

3.0e-43 

114 

74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

170747 

LIB35-039-Q1-E1-F8 

BLASTX 

gll69201 

418 

5.0e-41 

115 
77 

DNA- DAMAGE-RE PAIR/ TOLERATION PROTEIN DRT112 PRECURSOR 
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>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170748 

LIB35-039-Q1-E1-G1 

BLASTX 

gl!8104 

445 

2.0e-44 

95 
87 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_82914 8_emb_CAA48638_ (X68 678) cyclophilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170749 

LIB35-039-Q1-E1-G2 

BLASTX 

gl709825 

537 

5.0e-55 

112 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170750 

LIB35-039-Q1-E1-G3 

BLASTN 

g4490324 

137 

2.0e-71 

165 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9A14 



170751 

LIB35-039-Q1-E1-H10 

BLASTX 

g4587518 

589 

3.0e-61 

113 

100 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epimerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_0137 0 the NAD dependent 
epimerase/dehydratase family. EST gb AA59 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170752 

LIB35-039-Q1-E1-H12 

BLASTX 

g3980400 

48 
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® 



E value 
Match length 
% identity 
NCBI Description 



5.0e-27 

91 

80 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170753 - 

LIB35-039-Q1-E1-H2 

BLASTX 

g728867 

182 

1.0e-13 

98 
42 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG PRECURSOR 

>gi_99694_pir S21961 proline-rich protein APG - 

Arabidopsis thaliana >gi_225 99_emb_CAA42925_ (X60377) APG 
[Arabidopsis thaliana] 



k_J • 1N\> * 


170754 


Sea ID 


LIB35-039-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


g4235150 


BLAST score 


212 


E value 


1.0e-116 


Match length 


216 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC T25B24 




sequence, complete sequence 


Seq. No. 


170755 


Seq. ID 


LIB35-040-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g2088646 


BLAST score 


649 


E value 


3.0e-68 


Match length 


122 


% identity 


94 


NCBI Description 


(AF002109) Sulp isolog [Arabidopsis thaliana] 


Seq. No. 


170756 


Seq. ID 


LIB35-040-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


171 


E value 


1.0e-43 


Match length 


109 


% identity 


87 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



>gi__72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_l 644 7_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17 693, gb_N37616 7 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb__Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170757 

LIB35-040-Q1-E1-B4 

BLASTX 

gll72872 

404 

2.0e-39 

113 

73 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi__541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618__dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829. 1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 


170758 


Seq. ID 


LIB35-040-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


g4049350 


BLAST score 


179 


E value 


5.0e-13 


Match length 


108 


% identity 


98 


NCBI Description 


(AL034567) putative 


Seq. No. 


170759 


Seq. ID 


LIB35-040-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


gll72872 


BLAST score 


473 


E value 


2.0e-47 


Match length 


93 


% identity 


98 


NCBI Description 


CYSTEINE PROTEINASE 



putative protein [Arabidopsis thaliana] 



19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi__4539328_emb_CAB38829. 1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170760 

LIB35-040-Q1-E1-C4 

BLASTN 

g2656030 

187 

1.0e-101 

410 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



170761 

LIB35-040-Q1-E1-C6 

BLASTN 

g3128135 

235 
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II 



E value 


1.0e-129 


Match length 


402 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K19E1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170762 


Seq. ID 


LIB35-040-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


g3869069 


bLAo i score 


^91 


E value 


0.0e+00 


Match length 


404 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MEB5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170763 


Seq. ID 


LIB35-040-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g3859599 


BLAST score 


o I y 


E value 


6.0e-60 


Match length 


125 


% identity 


86 


NCBI Description 


(AF104919) similar to class I chitinases (Pfam: PF00182, 




E=1.2e-142, N=l) [Arabidopsis thaliana] 


Seq. No. 


170764 


Seq. ID 


LIB35-040-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


go J /o4 yi 


BLAST score 


254 


E value 


8.0e-22 


Match length 


84 


% identity 


58 


NCBI Description 


(AJ007578) pRIB5 protein [Ribes nigrum] 


Seq. No. 


170765 


Seq. ID 


LIB35-040-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4039153 


BLAST score 


279 


E value 


i . Ue-^ 4 


Match length 


54 


% identity 


100 


NCBI Description 


(AF104221) low temperature and salt responsive protein 




LTI6A [Arabidopsis thaliana] >gi_4 325217_gb_AAD17302_ 




(AF122005) hydrophobic protein [Arabidopsis thaliana] 


Seq. No. 


170766 


Seq. ID 


LIB35-040-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4567246 


BLAST score 


321 


E value 


1.0e-29 


Match length 


71 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AC007070) unknown protein [Arabidopsis thaliana] 
170767 

LIB35-040-Q1-E1-E3 

BLASTX 

g3548802 

362 

1.0e-34 

115 
60 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

170768 

LIB35-040-Q1-E1-E4 

BLASTX 

g4584526 

561 

8.0e-58 

112 

99 

(AL04 9607) glutathione peroxidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170769 

LIB35-040-Q1-E1-E5 

BLASTN 

g2088638 

126 

2.0e-64 

365 

96 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170770 

LIB35-040-Q1-E1-E6 

BLASTX 

g2118220 

284 

2.0e-25 

92 

66 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase li 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812. 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 
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Seq. No. 


170771 


Seq. ID 


LIB35-040-Q1-E1-E8 


Method 


BLASTX 


WLdI bl 


y 4 / 4 J. _/ JZ, 


BLAST score 


608 


E value 


3.0e-63 


Match length 


118 


% identity 


70 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


170772 


Seq. ID 


LIB35-040-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g2459406 


D-LAo i score 




E value 


5.0e-13 


Match length 


71 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F4P9 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170773 


Seq. ID 


LIB35-040-Q1-E1-F1 


Method 


BLASTN 


NCBI GI 


g4220468 


BLAoi score 


A fl 9 


E value 


0.0e+00 


Match length 


410 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T8011 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170774 


Seq. ID 


LIB35-040-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


511 


E value 


6.0e-52 


Match length 


120 


% identity 


87 



NCBI Description 



PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170775 

LIB35-040-Q1-E1-F11 

BLASTX 

g2335108 

237 

7.0e-20 

129 
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o 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AC002339) 



putative isulinase [Arabidopsis thaliana] 



170776 

LIB35-040-Q1-E1-G2 

BLASTX 

gl31398 

405 

1.0e-39 

99 
85 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447__emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 


170777 


Seq. ID 


LIB35-040-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g2244952 


BLAST score 


370 


E value 


7 . 0e-36 


Match length 


81 


% identity 


85 


NCRT Description 


(Z97340) strong similarity to ZK688.3 protein 




Caenorhabditis elegans [Arabidopsis thaliana] 


Seq. No. 


170778 


Seq. ID 


LIB35-040-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g3924598 


BLAST score 


349 


E value 


3.0e-33 


Match length 


79 


% identity 


85 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidops 


Seq. No. 


170779 


Seq. ID 


LIB35-040-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g3415115 


BLAST score 


326 


E value 


2.0e-30 


Match length 


103 


% identity 


62 


NCBI Description 


(AF081202) villin 2 [Arabidopsis thaliana] 


Seq. No. 


170780 


Seq. ID 


LIB35-040-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g4406752 


BLAST score 


189 
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E value 
Match length 
%' identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-102 

376 

100 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170781 

LIB35-041-Q1-E1-A9 

BLASTX 

g2842494 

305 

8.0e-28 

80 
81 

(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

170782 

LIB35-041-Q1-E1-B10 

BLASTX 

gl31398 

479 

3.0e-48 

113 
86 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170783 

LIB35-041-Q1-E1-B11 

BLASTN 

gl694973 

57 

2.0e-23 

137 
85 

A. thaliana mRNA for plastid ribosomal protein 
170784 

LIB35-041-Q1-E1-B12 

BLASTX 

gl408473 

439 

2.0e-43 

85 

99 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 
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Seq. No. 


170785 


Seq. ID 


LIB35-041-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g4 IjU j 0 J 


BLAST score 


308 


E value 


4.0e-28 


Match length 


89 


% identity 


63 


NCBI Description 


(Y18620) DsPTPl protein [Arabidopsis thaliana] 


Seq. No. 


170786 


Seq. ID 


LIB35-041-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


«■ a n r\ a c\ "3 a 
g4UUoyj)4 


BLAST score 


551 


E value 


1.0e-56 


Match length 


108 


% identity 


96 


NCBI Description 


(AJ012571) glutathione transferase [Arabidopsis thaliana] 


Seq. No. 


170787 


Seq. ID 


LIB35-041-Q1-E1-D9 


Method 


BLAST N 


NCBI GI 


g4199934 


BLAST score 


u / 


E value 


1.0e-148 


Match length 


389 


% identity 


97 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC T3P18, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


170788 


Seq. ID 


LIB35-041-Q1-E1-E10 


Method 


BLASTN 


NCBI GI 


g4335744 


BLAST score 


4 U 1 


E value 


0.0e+00 


Match length 


409 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T4M8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170789 


Seq. ID 


LIB35-041-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


504 


E value 


4.0e-51 


Match length 


120 



% identity 8 6 

NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_erab_CAA39441__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb__T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_N64965 / gb_Z17592 and gb_N65338, gb_N37 4 66 and gb_T45400 
come from this gene. [Arabidopsis 

170790 

LIB35-041-Q1-E1-E12 

BLASTX 

gll5767 

683 

4 ,0e-72 

134 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170791 

LIB35-041-Q1-E1-E9 

BLASTX 

gll5767 

241 

1.0e-20 

67 
73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603__pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


170792 


Seq. ID 


LIB35-041-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


gl345516 


BLAST score 


385 


E value 


4.0e-37 


Match length 


130 


% identity 


62 


NCBI Description 


(X57600) ltil40 [Arabidopsis thaliana] 


Seq. No. 


170793 


Seq. ID 


LIB35-041-Q1-E1-F9 


Method 


BLASTN 


NCBI GI 


g2182287 


BLAST score 


354 


E value 


0.0e+00 


Match length 


403 


% identity 


99 


NCBI Description 


Genomic sequence for Arabidopsis thaliana 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


170794 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-042-Q1-E1-A10 

BLASTX 

gl31398 

510 

8.0e-52 

118 

87 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47__emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb__N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170795 

LIB35-042-Q1-E1-A2 

BLASTX 

g4033469 

404 

2.0e-39 

96 

51 

ARGININE/SER.INE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 

170796 

LIB35-042-Q1-E1-A4 

BLASTX 

g4559372 

677 

2.0e-71 

128 
98 

(AC00 6585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4646235_gb_AAD26898. 1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

170797 

LIB35-042-Q1-E1-A8 

BLASTX 

gll72969 

520 

1.0e-52 

115 

97 

60S RIBOSOMAL PROTEIN Lll (L16) >gi_62 9552_pir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_55054 4_emb_CAA57394_ (X81798) ribosomal protein L16 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



170798 

LIB35-042-Q1-E1-A9 
BLASTX 



23291 



II 



NCBI GI 


g2194127 


BLAST score 


688 


E value 


I . ue- / z 


Match length 


129 


% identity 


100 


NCBI Description 


(AC002062) Strong similarity to Arabidopsis receptor-li 




protein kinase (gb_ATLECGENE) and F20P5.16. [Arabidopsi 




thaliana] 


Seq. No. 


170799 


Seq. ID 


LIB35-042-Q1-E1-B12 


Method 


BLASTX 




gzz^oi id 


BLAST score 


185 


E value 


1.0e-13 


Match length 


52 


% identity 


73 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


170800 


Seq. ID 


LIB35-042-Q1-E1-B2 


Method 


BLASTN 


NCBI GI 


g4309719 


tsj-tAoi score 


^ A "3 


E value 


0.0e+00 


Match length 


383 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T30D6 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170801 


Seq. ID 


LIB35-042-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


g!15783 


BLAST score 


329 


E value 


7.0e-31 


Match length 


68 


% identity 


96 



NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170802 

LIB35-042-Q1-E1-B5 

BLASTX 

g4769004 

440 

1.0e-43 

78 
95 

(AF140598) ring-box protein 1 [Homo sapiens] 
>gi_4769006_gb_AAD29716.1_AF140599_l (AF140599) 
protein 1 [Mus musculus] 



ring-box 



Seq. No. 170803 

Seq. ID LIB35-042-Q1-E1-B7 



23292 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl747310 

390 

8.0e-38 

77 
97 

(D58424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170804 

LIB35-042-Q1-E1-B9 

BLASTX 

g2160158 

715 

7.0e-76 

133 

98 

(AC000132) Similar to elongation factor l-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170805 

LIB35-042-Q1-E1-C12 

BLASTX 

g4262180 

630 

7.0e-66 

121 

97 

(AC005508) 29621 [Arabidopsis thaliana] 
170806 

LIB35-042-Q1-E1-C5 

BLASTX 

g2160296 

623 

4.0e-65 

130 

90 

(D61395) gamma-VPE [Arabidopsis thaliana] 
170807 

LIB35-042-Q1-E1-C7 

BLASTN 

g2832667 

133 

1.0e-68 

320 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
(ESSAII project) 

170808 

LIB35-042-Q1-E1-C8 

BLASTX 

g267077 

685 



23293 



II 



E value 
Match length 
% identity 
NCBI Description 



2.0e-72 

134 

98 

TUBULIN BETA- 5 CHAIN >gi_32018 6_pir JQ1589 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 (M84702) beta-5 
tubulin [Arabidopsis thaliana] 



Seq. No. 


170809 


Seq. ID 


LIB35-042-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g3953481 


BLAST score 


688 


E value 


1.0e-72 


Match length 


133 


% identity 


52 


NCBI Description 


(AC002328) F2202.26 [Arabidopsis thaliana] 


Seq. No. 


170810 


Seq. ID 


LIB35-042-Q1-E1-D2 


Method 


BLASTN 


NCBI GI 


g2264314 


BLAST score 


103 


E value 


1.0e-50 


Match length 


350 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MQK4 , complete sequence [Arabidopsis thaliana] 


Seq. No. 


170811 


Seq. ID 


LIB35-042-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g4490705 


BLAST score 


381 


E value 


7.0e-37 


Match length 


80 


% identity 


96 


NCBI Description 


(AL035680) ribosomal protein L14-like protein 




thaliana] 


Seq. No. 


170812 


Seq. ID 


LIB35-042-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g3021277 


BLAST score 


225 


E value 


2.0e-18 


Match length 


102 


% identity 


24 


NCBI Description 


(AL022347) protein kinase - like protein [Araba 




thaliana] 


Seq. No. 


170813 


Seq. ID 


LIB35-042-Q1-E1-D6 


Method 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


373 


E value 


0. 0e+00 


Match length 


388 



23294 



II 



% identity 

NCBI Description 



88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 


170814 


Seq. ID 


LIB35-042-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


566 


E value 


2.0e-58 


Match length 


106 


% identity 


76 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana 


Seq. No. 


170815 


Seq. ID 


LIB35-042-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


533 


E value 


2.0e-54 


Match length 


125 


% identity 


87 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338 f gb_N37 4 66 and gb_T45400 
come from this gene. [Arabidopsis 

170816 

LIB35-042-Q1-E1-E10 

BLASTN 

gl946354 

397 

0. 0e+00 

397 

100 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

170817 

LIB35-042-Q1-E1-E12 

BLASTX 

g2497702 

154 

4.0e-10 

103 

41 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 



Seq. No. 



170818 



23295 



Seq. ID 


LIB35-042-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g4757405 




105 


E value 


7.0e-52 


Match length 


371 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MOJ10, complete sequence 


Seq. No. 


170819 


Seq. ID 


LIB35-042-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


g4038029 


DT ACT 1 o pi OTP" 


232 - 


E value 


1.0e-128 


Match length 


304 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F504 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170820 


Seq. ID 


LIB35-042-Q1-E1-E8 


Method 


BLASTX 


LNL/rSX ui 




BLAST score 


353 


E value 


2.0e-33 


Match length 


99 


% identity 


67 


NCBI Description 


(Y18620) DsPTPl protein [Arabidopsis thaliana] 


Seq. No. 


170821 


Seq. ID 


LIB35-042-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


431 


E value 


1.0e-42 


Match length 


104 


% identity 


85 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



clone : 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17 693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170822 

LIB35-042-Q1-E1-F3 

BLASTN 

g4558521 

243 

1.0e-134 

391 
63 



23296 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

170823 

LIB35-042-Q1-E1-F8 

BLASTX 

g3879119 

260 

2.0e-22 

135 

47 

(Z70310) similar to Glutathione S-transf erases . 
[Caenorhabditis elegans] 

170824 

LIB35-042-Q1-E1-G11 

BLASTX 

gl27041 

273 

5.0e-24 

50 
98 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_8 1647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

170825 

LIB35-042-Q1-E1-G12 

BLASTN 

g4662609 

108 

3.0e-54 

108 
100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

170826 

LIB35-042-Q1-E1-G4 

BLASTX 

g3914557 

689 

8.0e-73 

134 
96 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 

170827 

LIB35-042-Q1-E1-G8 

BLASTX 

g2244827 

489 

2.0e-49 



23297 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
49 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
170828 

LIB35-042-Q1-E1-H1 

BLASTX 

gl31398 

368 

2.0e-35 

77 
95 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi__72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531 / gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170829 

LIB35-042-Q1-E1-H10 

BLASTX 

g4567273 

353 

2.0e-33 

68 
100 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170830 

LIB35-042-Q1-E1-H4 

BLASTX 

g3281869 

379 

1.0e-36 

71 
100 

(AL031004) RSZp22 splicing factor [Arabidopsis thaliana] 
>gi_J3435094_gb_AAD12769.1_ (AF033586) 9G8-like SR protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170831 

LIB35-042-Q1-E1-H9 

BLASTX 

g2832672 

628 

1.0e-65 

123 

98 

(AL021712) nifU-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



170832 

LIB35-043-Q1-E1-B9 



23298 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129733 

311 

1.0e-28 

103 
83 

serine O-acetyltransf erase (EC 2.3.1.30) SAT1 precursor - 
Arabidopsis thaliana >gi_1184048 (U22964) serine 
acetyltransferase [Arabidopsis thaliana] 

170833 

LIB35-043-Q1-E1-C4 

BLAST N 

g3413422 

84 

2.0e-39 

162 

100 

Arabidopsis thaliana gene encoding protein tyrosine 
phosphatase, 0RF1 and ORF2 genes 

170834 

LIB35-043-Q1-E1-D12 

BLASTX 

g!15783 

527 

7.0e-54 

101 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170835 

LIB35-043-Q1-E1-E2 

BLASTX 

gl31398 

221 

4.0e-18 

94 
53 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447__emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb__N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170836 

LIB35-043-Q1-E1-G5 

BLASTX 

gll5767 

419 



23299 



E value 
Match length 
% Identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-41 

117 
72 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

170837 

LIB35-043-Q1-E1-G8 

BLASTX 

g3355468 

189 

2.0e-14 

38 
97 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

170838 

LIB35-043-Q1-E1-G9 

BLASTX 

g2244879 

244 

1.0e-20 

47 
100 

(Z97 338) Nucleotide sequence of a cDNA clone encoding a 
beta-amylase from Arabidopsis thaliana 

170839 

LIB35-043-Q1-E1-H12 

BLASTX 

g2911085 

253 

9.0e-22 

120 
53 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_34027 4 8_emb_CAA20194 . 1_ 

(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 

170840 

LIB35-043-Q1-E1-H3 

BLASTX 

g2668744 

220 

3.0e-18 

80 
59 

(AF034 946) ubiquitin conjugating enzyme [Zea mays] 



Seq. No. 



170841 



23300 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-044-Q1-E1-B4 

BLASTX 

g567893 

147 

2.0e-09 

93 

35 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170842 

LIB35-044-Q1-E1-B6 

BLASTN 

g3327922 

71 

1.0e-31 

273 
86 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170843 

LIB35-044-Q1-E1-D2 

BLASTX 

g4335755 

174 

2.0e-12 

81 
44 

(AC006284) putative hydroxyproline-rich glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170844 

LIB35-044-Q1-E1-D5 

BLASTX 

g3688175 

260 

1.0e-33 

125 

63 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170845 

LIB35-044-Q1-E1-E8 

BLASTX 

g4006934 

180 

7.0e-26 

97 

64 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



170846 

LIB35-044-Q1-E1-F11 

BLASTN 

g4220641 



23301 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

1.0e-09 

54 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170847 

LIB35-044-Q1-E1-F2 

BLASTN 

g2828182 

47 

2.0e-17 

348 
68 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOJ9, complete sequence [Arabidopsis thaliana] 

170848 

LIB35-04 4-Q1-E1-G12 

BLASTX 

g2565275 

219 

1.0e-17 
135 

35 

(AF023611) Dimlp homolog [Homo sapiens] 
170849 

LIB35-044-Q1-E1-H2 

BLASTX 

gl31398 

571 

4.0e-59 

113 

96 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb__N37616, 
gb_T41858 f gb_T88021, gb_R37531, gb_T04 67 9, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



170850 

LIB35-045-Q1-E1-A10 

BLASTN 

g2760829 

37 

1.0e-ll 

99 
86 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23302 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170851 

LIB35-045-Q1-E1-A12 

BLASTX 

gl31398 

261 

6.0e-23 

80 
69 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_1644 7_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb__T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170852 

LIB35-045-Q1-E1-B6 

BLASTX 

gl922964 

154 

3.0e-10 

45 
67 

(AC000106) Similar to Schizosaccharomyces CCAAT-binding 
factor (gb_U88525). EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170853 

LIB35-045-Q1-E1-C2 

BLASTX 

gl31398 

289 

3.0e-26 

74 

84 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_jpir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA3944 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb__T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170854 

LIB35-045-Q1-E1-E7 

BLASTN 

g3510337 

429 

0.0e+00 

429 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



23303 



o 





K19E20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170855 


Seq. ID 


LIB35-045-Q1-E1-G12 


Method 


BLASTX 


NIPRT (IT 




BLAST score 


345 


E value 


1.0e-32 


Match length 


114 


% identity 


65 


NCBI Description 


(AB015313) MAP kinase kinase 2 [Arabidopsis thaliana] 


Seq. No. 


170856 


Seq. ID 


LIB35-045-Q1-E1-H1 


Method 


BLASTX 




a2662469 


BLAST score 


427 


E value 


2.0e-42 


Match length 


83 


% identity 


95 


NCBI Description 


(AF034217) ribosomal protein S6 [Arabidopsis thaliana 


Seq. No. 


170857 


Seq. ID 


LIB35-04 6-Q1-E1-B11 


Method 


BLASTN 


NCBI GI 


g3399678 


DJ_iriO 1 oOkJi-C 


j \j \j 


E value 


0.0e+00 


Match length 


374 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


170858 


Seq. ID 


LIB35-046-Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


g4519188 


BLAST score 


115 


E value 


2.0e-58 


Match length 


123 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, 
K21L19, complete sequence 



chromosome 5, TAC clone 



Seq. No. 
Seq. ID 

Method 



170859 

LIB35-046-Q1-E1-B9 

BLASTN 

g2191157 

99 

3.0e-48 

283 
84 

Arabidopsis thaliana BAC IG002P16 
170860 

LIB35-04 6-Q1-E1-C12 
BLASTX 



23304 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31398 
300 

8,0e-29 

110 

65 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >giJL64 47_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170861 

LIB35-046-Q1-E1-D4 

BLASTX 

gl31398 

246 

6.0e-21 

109 

54 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170862 

LIB35-046-Q1-E1-E3 

BLASTX 

g2129687 

267 

2.0e-23 

54 

98 

protein kinase AK19 - Arabidopsis thaliana (fragment) 

>gi_214 6756jpir S66332 protein kinase AK19 - Arabidopsis 

thaliana (fragment) >gi_928 904_emb_CAA60527_ (X86964) 
protein kinase catalytic domain (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170863 

LIB35-04 6-Q1-E1-F12 

BLASTX 

g4006934 

486 

5.0e-49 

114 
82 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 



23305 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



170864 

LIB35-046-Q1-E1-G2 

BLASTN 

g4662609 

48 

3.0e-18 

88 
89 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

170865 

LIB35-046-Q1-E1-H9 

BLASTN 

g2160155 

44 

2.0e-15 

60 
93 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

170866 

LIB35-047-Q1-E1-B11 

BLASTX 

g2213584 

408 

2.0e-40 

81 

93 

(AC000348) T7N9.4 [Arabidopsis thaliana] 
170867 

LIB35-047-Q1-E1-B3 

BLASTX 

g2190544 

258 

1.0e-22 

70 
73 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 

170868 

LIB35-047-Q1-E1-B4 

BLASTN 

g2828278 

94 

2.0e-45 

278 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

170869 

LIB35-047-Q1-E1-C12 
BLASTX 



23306 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl31398 
259 

5.0e-28 
119 

57 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616 / 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170870 

LIB35-047-Q1-E1-D10 

BLASTX 

gl31398 

172 

2.0e-12 

79 

53 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gbJJ65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170871 

LIB35-047-Q1-E1-E8 

BLASTN 

g2494110 

159 

2.0e-84 

175 

98 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170872 

LIB35-047-Q1-E1-F1 

BLASTX 

g3914722 

173 

2.0e-12 

47 
64 

60S RIBOSOMAL PROTEIN L29 



Seq. No. 
Seq. ID 

Method 



170873 

LIB35-047-Q1-E1-F12 
BLASTN 



23307 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4335744 
51 

1.0e-19 

190 
83 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170874 

LIB35-047-Q1-E1-H8 

BLASTN 

g3985958 

84 

2.0e-39 

283 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170875 

LIB35-048-Q1-E1-A4 

BLASTX 

gl31398 

345 

1.0e-32 

95 
75 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714__pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gbJT04679, gb__N37520, 
gb__N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170876 

LIB35-048-Q1-E1-A9 

BLASTN 

g3128137 

154 

2.0e-81 

170 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170877 

LIB35-048-Q1-E1-B4 

BLASTN 

g531828 

48 

3.0e-18 

76 

91 

Cloning vector pSportl, 



complete cds 



23308 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170878 

LIB35-048-Q1-E1-D10 

BLASTX 

g595768 

151 

8.0e-10 

47 

62 

(U138 66) non-functional lacZ alpha peptide 



[Cloning vector] 



170879 

LIB35-048-Q1-E1-D2 

BLASTN 

g2351065 

165 

5.0e-88 

169 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170880 

LIB35-048-Q1-E1-E11 

BLASTX- 
gl31398 
191 

1.0e-14 

101 

48 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__164 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC00298 6) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17 693, gb_N37 616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170881 

LIB35-0 48-Q1-E1-E5 

BLASTX 

g4678346 

200 

7.0e-16 

68 
65 

(AL04 9659) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



170882 

LIB35-048-Q1-E1-E7 

BLASTX 

gll69278 

244 

1.0e-20 

67 



23309 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



170883 

LIB35-048-Q1-E1-G2 

BLASTN 

g3540210 

98 

1.0e-47 

98 
100 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170884 

LIB35-048-Q1-E1-G3 

BLASTN 

g4519188 

122 

5.0e-62 

334 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

170885 

LIB35-048-Q1-E1-G6 

BLASTX 

gl31398 

134 

8.0e-23 

92 
66 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb__N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170886 

LIB35-048-Q1-E1-H6 

BLASTX 

g2244835 

599 

2.0e-62 

137 
78 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
170887 

LIB35-049-Q1-E1-C3 
BLASTN 



23310 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4757390 
231 

1.0e-127 

361 
96 

Arabidopsis thaliana genomic DNA, 
F24B18, complete sequence 

170888 

LIB35-049-Q1-E1-D12 

BLASTX 

g531829 

144 

4.0e-09 

63 
49 

(U12390) 
pSportl] 



chromosome 5, PI clone: 



beta-galactosidase alpha peptide [cloning vector 



170889 

LIB35-050-Q1-E1-B11 

BLASTN 

g4519195 

47 

3.0e-17 

103 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170890 

LIB35-050-Q1-E1-C2 

BLASTX 

g2129622 

292 

6,0e-27 

67 
85 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 

170891 

LIB35-050-Q1-E1-D10 

BLASTN 

g3869072 

121 

2.0e-61 

365 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170892 

LIB35-050-Q1-E1-D11 

BLASTN 
gl6446 
95 



23311 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-46 

167 

90 

A.thaliana gene for photosystem II 10 kDa polypeptide 
170893 

LIB35-050-Q1-E1-D3 

BLASTX 

gl064883 

448 

1.0e-44 

87 
99 

(X92976) ZAP1 [Arabidopsis thaliana] 
170894 

LIB35-050-Q1-E1-E1 

BLASTX 

g4583542 

293 

2.0e-26 

121 

58 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

170895 

LIB35-050-Q1-E1-E9 

BLASTX 

g3738322 

141 

3.0e-09 

32 
88 

(AC005170) putative small nuclear ribonucleoprotein 
[Arabidopsis thaliana] 

170896 

LIB35-050-Q1-E1-G10 

BLASTN 

g3046847 

47 

2.0e-17 

47 

100 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

170897 

LIB35-050-Q1-E1-H9 

BLASTX 

g464987 

517 

9.0e-53 

96 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 



23312 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_embjCAA7 8715_ (Z14 991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

170898 

LIB35-051-Q1-E1-A3 

BLASTN 

g4199934 

61 

7 .Oe-26 

189 

88 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

170899 

LIB35-051-Q1-E1-A4 

BLASTN 

g2827644 

191 

1.0e-103 

263 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 

170900 

LIB35-051-Q1-E1-A5 

BLASTX 

gll5783 

310 

1.0e-28 

60 
98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170901 

LIB35-051-Q1-E1-A6 

BLASTX 

g3599968 

331 

4.0e-31 

100 
62 

(AF032123) clp protease [Arabidopsis thaliana] 
170902 

LIB35-051-Q1-E1-B8 

BLASTX 

gll5783 

257 



23313 



# 



E value 
Match length 
% identity 
NCBI Description 



2.0e-22 

74 

72 

CHLOROPHYLL A-B BINDING 'PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170903 

LIB35-051-Q1-E1-D5 

BLASTN 

g4662609 

68 

5.0e-30 

76 
97 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

170904 

LIB35-051-Q1-E1-G10 

BLASTX 

g2979565 

319 

1.0e-29 

91 
71 

(AC003680) putative sin3 associated polypeptide (SAP18) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170905 

LIB35-051-Q1-E1-G9 

BLASTN 

g3128137 

91 

7.0e-44 

147 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9I9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



170906 

LIB35-051-Q1-E1-H6 

BLASTN 

g3047074 

117 

3.0e-59 

198 

93 

Arabidopsis thaliana BAC F21E10 
170907 

LIB35-052-Q1-E1-A9 

BLASTX 

g485518 

317 

6.0e-48 



23314 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
97 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

170908 

LIB35-052-Q1-E1-B1 

BLASTX 

g3355476 

568 

1.0e-58 

121 
90 

(AC004218) unknown protein [Arabidopsis thaliana] 
170909 

LIB35-052-Q1-E1-C11 

BLASTN 

g4539402 

245 

1.0e-135 

301 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7L13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170910 

LIB35-052-Q1-E1-D4 

BLASTN 

g4757407 

50 

3.0e-19 

225 
88 

Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone: 
MQD19, complete sequence 

170911 

LIB35-052-Q1-E1-F11 

BLASTX 

gl31398 

528 

4.0e-54 

122 
88 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >giJL64 47__emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 



170912 



23315 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-052-Q1-E1-G11 

BLASTX 

g4741960 

271 

6.0S-24 

89 
64 

(AF134130) 



Lhcb6 protein [Arabidopsis thaliana] 



170913 

LIB35-052-Q1-E1-G2 

BLAST N 

g4557061 

110 

6.0e-55 

372 
96 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 

170914 

LIB35-052-Q1-E1-H12 

BLASTX 

g4335729 

125 

9.0e-07 

129 

3 

(AC006248) putative salt-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



170915 

LIB35-052-Q1-E1-H4 

BLASTN 

g4757662 

190 

1.0e-102 

337 
99 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

170916 

LIB35-053-Q1-E1-A5 

BLASTX 

g595768 

140 

1.0e-08 

49 
59 

(U138 66) non-functional lacZ alpha peptide [Cloning vector] 
170917 

LIB35-053-Q1-E1-B1 

BLASTX 

g4586256 

661 



23316 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-69 

134 
99 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

170918 

LIB35-053-Q1-E1-C4 

BLASTX 

g3738320 

513 

3.0e-52 

108 

89 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170919 

LIB35-053-Q1-E1-D1 

BLASTX 

g4585875 

479 

3.0e-48 

113 
79 

(AC005850) Unknown protein [Arabidopsis thaliana] 



Seq. No. 


170920 


Seq. ID 


LIB35-053-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g3746125 


BLAST score 


650 


E value 


2.0e-68 


Match length 


126 


% identity 


100 


NCBI Description 


(U73786) ACC synthase [Arabidopsis thaliana] 


Seq. No. 


170921 


Seq. ID 


LIB35-053-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


440 


E value 


1.0e-43 


Match length 


105 


% identity 


86 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 



>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 41__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 170922 

Seq. ID LIB35-053-Q1-E1-F7 



23317 



Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


498 - 


E value 


2.0e-50 


Match length 


95 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 




(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 




chlorophyll a/b binding protein (LHCP AB 




thaliana] 


Seq. No. 


170923 


Seq. ID 


LIB35-053-Q1-E1-G12 


Method 


BLASTX 


NCBI GI 


g4455325 


BLAST score 


350 


E value 


4 .Oe-33 


Match length 


79 


% identity 


85 


NCBI Description 


(AL035525) putative protein [Arabidopsis 


Seq. No. 


170924 


Seq. ID 


LIB35-053-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


594 


E value 


8.0e-62 


Match length 


114 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170925 

LIB35-053-Q1-E1- 

BLASTX 

gl31398 

507 

2.0e-51 

120 



■H4 



PHOTOSYSTEM II 
>gi_72714_pir 



Seq. No. 
Seq. ID 



10 KD POLYPEPTIDE PRECURSOR 
_ _ _ F2MU10 photosystem II 10K protein precursor 
Arabidopsis" thaliana >gi_164 47_emb_CAA394 4 1_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531 / gb_T04 679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

170926 

LIB35-054-Q1-E1-A12 



23318 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST X 

g3080414 

247 

3.0e-21 

72 
76 

(AL022604) putative protein [Arabidopsis thaliana] 
170927 

LIB35-054-Q1-E1-B3 

BLASTX 

g2262176 

443 

4.0e-44 

104 
85 

(AC002329) putative RING zinc-finger protein [Arabidopsi 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170928 

LIB35-054-Q1-E1-C5 

BLASTN 

g4159704 

244 

1.0e-135 

283 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MCB17, complete sequence 

170929 

LIB35-054-Q1-E1-D2 

BLASTN 

g3985934 

312 

1.0e-175 

312 

68 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJE7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



170930 

LIB35-054-Q1-E1-E12 

BLASTX 

g3309620 

118 

1.0e-10 

68 
53 

(AF074916) resistance to Pseudomonas syringae protein 5 
[Arabidopsis thaliana] 

170931 

LIB35-054-Q1-E1-E3 

BLASTX 

g2501448 



23319 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 

1.0e-09 

60 

53 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_17 07372__emb_CAA67 923__ 
(X99609) ubiquitin-like protein [Arabidopsis thaliana] 

170932 

LIB35-054-Q1-E1-F2 

BLASTN 

g3046847 

136 

2.0e-70 

302 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170933 

LIB35-054-Q1-E1-G2 

BLASTX 

g3047123 

251 

2.0e-25 

80 
78 

(AF058919) similar to the family of glycosyl hydrolases 
[Arabidopsis thaliana] 

170934 

LIB35-054-Q1-E1-G6 

BLASTN 

g3759176 

132 

4.0e-68 

264 
88 

Arabidopsis thaliana mRNA for 3-phosphoserine phosphatase, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



170935 

LIB35-054-Q1-E1-H5 

BLASTN 

g2244950 

42 

2.0e-14 

46 
98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

170936 

LIB35-054-Q1-E1-H8 

BLASTX 

gl31398 

182 

7.0e-14 



ESSA I contig 



23320 



Match length 

% identity 

NCBI Description 



52 
79 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 4 7_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb__N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T454 00 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170937 

LIB35-055-Q1-E2-A4 

BLASTX 

g531829 

144 

5.0e-09 

77 
44 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



170938 

LIB35-055-Q1-E2-E3 

BLASTX 

gl346871 

180 

1.0e-13 

63 
57 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR >gi_967968 
(L31936) photosystem II lOkDa polypeptide [Brassica 
campestris] 



170939 

LIB35-055-Q1-E2-G6 

BLAST N 

g2924733 

155 

9.0e-82 

299 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone : 



170940 

LIB35-055-Q1-E2-H12 

BLASTX 

g4567281 

235 

8.0e-20 

105 

47 

(AC006841) unknown protein [Arabidopsis thaliana] 



Seq. No. 



170941 



23321 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB35-056-Q1-E1-C8 

BLASTN 

g4469002 

323 

0. 0e+00 

327 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T29A15 



Seq. No. 


170942 


Seq. ID 


LIB35-056-Q1-E2-A9 


Method 


BLASTX 


NCBI GI 


g4585925 


BLAST score 


352 


E value 


2.0e-33 


Match length 


112 


% identity 


58 


NCBI Description 


(AC007211) unknown protein [Arabidopsis thaliana] 


Seq. No. 


170943 


Seq. ID 


LIB35-056-Q1-E2-B11 


Method 


BLASTX 


NCBI GI 


g4587567 


BLAST score 


244 


E value 


1 . 0e-20 


Match length 


85 


% identity 


54 


NCBI Description 


(AC006550) F10O3.7 [Arabidopsis thaliana] 


Seq. No. 


170944 


Seq. ID 


LIB35-056-Q1-E2-B9 


Method 


BLASTX 


NCBI GI 


gl279640 


BLAST score 


331 


E value 


8.0e-31 


Match length 


124 


% identity 


53 


NCBI Description 


(X92204) NAM [Petunia x hybrida] 


Seq. No. 


170945 


Seq. ID 


LIB35-056-Q1-E2-C9 


Method 


BLASTX 


NCBI GI 


g3063444 


BLAST score 


96 


E value 


7.0e-29 


Match length 


75 


% identity 


84 


NCBI Description 


(AC003981) F22013.5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170946 

LIB35-056-Q1-E2-D2 

BLASTN 

g4469002 

372 

0.0e+00 
372 



23322 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

170947 

LIB35-056-Q1-E2-E3 

BLASTN 

g531828 

49 

6.0e-19 

81 

90 

Cloning vector pSportl, complete cds 
170948 

LIB35-056-Q1-E2-F9 

BLASTN 

g551209 



T29A15 



l.Oe- 

165 



41 



T.aestivumn (subclone pAWJL175) AWJL175 gene 
170949 

LIB35-05 6-Q1-E2-H12 

BLASTX 

g4741954 

586 

8.0e-61 

124 
90 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 
170950 

LIB35-056-Q1-E2-H9 

BLASTX 

g4574406 

344 

2.0e-32 

110 

59 

(AF121139) RIM2 protein [Oryza sativa] 



170951 

jC-alX22035QlElH05al 

BLASTN 

g2833627 

267 

1.0e-148 

321 

95 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAC F1707 complete 



Seq. No. 
Seq. ID 



170952 

jC-alX22036QlElA07al 



23323 



® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455168 

294 

1.0e-165 

314 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



170953 

jC-alX22043QlElF06al 

BLASTN 

g4454447 

133 

5.0e-69 

153 

97 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



170954 

jC-alX22044QlElCllal 

BLASTN 

g2656029 

73 

4.0e-33 

173 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQB2 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170955 

jC-alX22045QlElB02al 

BLASTN 

g4455229 

148 

9.0e-78 

209 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13M23 
(ESSAII project) 

170956 

jC-alX22045QlElC02bl 

BLASTX 

g549975 

301 

2.0e-27 

98 

68 

(U12858) nucleosome assembly protein I-like protein; 
similar to mouse nap I, PIR Accession Number JS0707 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



170957 

jC-alX2204 6QlElA10al 
BLASTX 



23324 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832623 
156 

1.0e-10 

25 

100 

(AL021711) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170958 

jC-alX22080QlE2F05al 
BLASTX 
g3021344 
285 

2.0e-25 
64 
83 

(AJ004959) hypothetical protein [Cicer arietinum] 
170959 

jC-alX22082QlE2F07al 
BLASTN 
g2104523 
273 

1.0e-152 

301 
98 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 

170960 

jC-alX22082QlE2Hllal 
BLASTX 
g3806098 
155 

2.0e-10 

53 
64 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

170961 

jC-alX22082QlE2H12al 
BLASTX 
gl709358 
175 

1.0e-12 

49 
63 

NUCLEOSI DE-TRI PHOSPHATASE 
PHOSPHOHYDROLASE ) ( NT PAS E) 
nucleoside triphosphatase 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi__563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi__4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



(NUCLEOSIDE TRIPHOSPHATE 

>gi_629638_pir S48859 

garden pea 



23325 



# 



Seq. No. 


170962 


Seq. ID 


jC-alX22083QlE2F01al 


Method 


BLASTX 


NCBI GI 


g2702271 


BLAST score 


256 


E value 


4.0e-22 


Match length 


49 


% identity 


100 


NCBI Description 


(AC003033) unknown protein [Arabidopsis thaliana] 


Seq. No. 


170963 


Seq. ID 


jC-alX22085QlE2C09al 


Method 


BLAST N 


NCBI GI 


g2795802 


BLAST score 


209 


E value 


1.0e-114 


Match length 


422 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F17A14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170964 


Seq. ID 


jC-alX24 001Q!ElA02al 


Method 


BLASTN 


NCBI GI 


g4417264 


BLAST score 


178 


E value 


1.0e-95 


Match length 


256 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


170965 


Seq. ID 


jC-alX24003QlElAllal 


Method 


BLASTX 


NCBI GI 


g2281088 


BLAST score 


264 


E value 


2.0e-23 


Match length 


61 


% identity 


85 


NCBI Description 


(AC002333) indole-3-acetate beta-glucosyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


170966 


Seq. ID 


jC-alX24 003QlElE12al 


Method 


BLASTX 


NCBI GI 


g2443751 


BLAST score 


311 


E value 


1.0e-28 


Match length 


67 


% identity 


91 


NCBI Description 


(AF020303) fumarase [Arabidopsis thaliana] >gi_252967 




(AC002535) putative fumarase [Arabidopsis thaliana] 


Seq. No. 


170967 


Seq. ID 


jC-alX24 003QlElF06al 


Method 


BLASTN 



23326 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468801 
421 

0.0e+00 

429 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F6G17 



Seq. No. 


170968 


Seq. ID 


jC-alX24004QlElE03al 


Method 


BLASTX 


NCBI GI 


g2459575 


BLAST score 


115 


E value 


1.0e-05 


Match length 


85 


% identity 


13 


NCBI Description 


(U75346) envelope protein [Chlamyd 


Seq. No. 


170969 


Seq. ID 


jC-alX24 004QlElF09al 


Method 


BLASTN 


NCBI GI 


g3236234 


BLAST score 


130 


E value 


7.0e-67 


Match length 


270 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



sequence, complete sequence [Arabidopsis thaliana] 



170970 

jC-alX24006QlElD07al 

BLASTN 

g2245031 

170 

6.0e-91 

234 
93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



170971 

jC-alX24006QlElG04al 

BLASTX 

g3522961 

288 

8.0e-26 

75 
77 

(AC004411) putative pto kinase 
170972 

jC-alX24006QlElG10al 

BLASTN 

g4415905 

246 

1.0e-136 
440 



[Arabidopsis thaliana] 



23327 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170973 

jC-alX2404 9QlE2B01al 

BLASTN 

g3548797 

87 

1.0e-41 

138 
91 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



170974 

jC-alX2 4 04 9QlE2E07al 

BLASTX 

g2129622 

311 

1.0e-28 

66 
89 

immunophilin FKBP15-1 



Arabidopsis thaliana >gi_12724 06 



(U52046) immunophilin [Arabidopsis thaliana] 
170975 

jC-alX24 051QlElC08al 

BLASTN 

g2264302 

76 

4.0e-35 

132 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC12 r complete sequence [Arabidopsis thaliana] 



PI clone 



170976 

jC-alX24071QlElH03al 

BLASTN 

g3128166 

104 

2.0e-51 

246 

93 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170977 

jC-alX24076QlElE10al 

BLASTX 

gl703153 

188 

2.0e-14 

37 
89 

ACT IN >gi_2147076_pir S65079 actin - Cyanidioschyzon 



23328 



o 



merolae >gi_1167501__dbj_BAA06866_ 
[Cyanidioschyzon merolae] 



(D32140) actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170978 

jC-alX24 07 6QlElE12al 

BLASTX 

g2425066 

161 

3.0e-ll 

52 
50 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
170979 

jC-alX24077Q!ElB10al 

BLASTN 

g2738247 

110 

5.0e-55 

278 
84 

Arabidopsis thaliana cobalamin-independent methionine 
synthase (ATCIMS) mRNA, complete cds 

170980 

jC-alX24 077QlElF09al 

BLASTN 

g4589439 

265 

1.0e-147 

353 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQM1, complete sequence 

170981 

jC-alX24 077QlElG12al 

BLASTX 

g3128172 

294 

1.0e-26 

66 
83 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
170982 

jC-alX24 078QlElA08bl 

BLASTX 

g4337175 

167 

3.0e-12 

44 

77 

(AC006416) 
gb_T04111, 
gb_R90004, 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180V gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



gb AA720210 come from this gene. [Arabidopsis thaliana] 



23329 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170983 

jC-alX24078QlElB12al 

BLASTN 

g2618601 

92 

2.0e-44 

199 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHJ24, complete sequence [Arabidopsis thaliana] 

170984 

jC-alX24081QlElBllal 

BLASTN 

g2570223 

154 

2.0e-81 

262 
90 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170985 

jC-alX24081QlElD04al 

BLASTN 

g2244991 

189 

1.0e-102 

237 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

170986 

jC-alX24081QlElD04bl 

BLASTX 

g2245004 

317 

9.0e-30 

74 

86 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

170987 

jC-alX24 081QlElE09al 

BLASTN 

g3785992 

65 

2.0e-28 

97 

92 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



170988 



23330 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



jC-alX24082QlElB01al 

BLASTX 

g2809251 

141 

1.0e-08 

52 
48 

(AC002560) F21B7.20 [Arabidopsis thaliana] 
170989 

jC-alX24082QlElC08al 

BLASTN 

g3927822 

147 

3.0e-77 

245 

88 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170990 

jC-alX24082QlE!G10al 

BLASTX 

g3395440 

180 

4.0e-13 

66 

52 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
170991 

jC-alX24083QlE!A02al 

BLASTN 

g2244788 

55 

3.0e-22 

127 
86 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

170992 

jC-alX24085QlElA02al 

BLASTN 

g3242700 

203 

1.0e-110 

203 
100 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

170993 

jC-alX24085QlElB04bl 

BLASTN 

g431263 



23331 



E value 
Match length 
% identity 
NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-31 

101 

92 

Arabidopsis thaliana 16kDa ubiquitin conjugating enzyme 
(UBC2) gene, complete cds 

170994 

jC-alX24 085QlElE09al 

BLASTN 

g2842474 

121 

9.0e-62 

181 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

170995 

jC-alX24085QlElF08al 

BLAST X 

g2829910 

157 

2-0e-10 

51 
51 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170996 

jC-alX24 086QlElD04al 

BLASTX 

g3894183 

197 

3.0e-15 

52 
71 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 



170997 

jC-alX24086QlElD12al 

BLASTN 

g3869062 

273 

1.0e-152 

325 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K11I1, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



170998 

jC-alX24086QlElF10al 

BLASTN 

g3046850 

44 

1.0e-15 

222 
90 



23332 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24G6, complete sequence [Arabidopsis thaliana] 



170999 

jC-alX24087QlElF06al 

BLASTN 

g4519187 

218 

1.0e-119 

316 
98 

Arabidopsis thaliana genomic 
K1G2, complete sequence 



DNA, chromosome 3, TAC clone 



171000 

jC-alX24088QlElC02al 

BLASTN 

g3335356 

206 

1.0e-112 

351 

100 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171001 

jC-alX24089QlElGllal 

BLASTN 

g2827513 

304 

1.0e-170 

397 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

171002 

jC-alX24090QlElA03al 

BLASTN 

g3128134 

393 

0.0e+00 

396 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18G13, complete sequence [Arabidopsis thaliana] 

171003 

jC-alX240 90QlElE03al 

BLASTN 

g3540210 

54 

1.0e-21 

78 
92 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23333 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171004 

jC-alX24091QlElA06al 

BLASTN 

g3449321 

392 

0.0e+00 

420 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTG10, complete sequence [Arabidopsis thaliana] 

171005 

jC-alX24091QlElD03al 

BLASTN 

g2924653 

208 

1.0e-113 

405 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDA7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171006 

jC-alX24091QlElD07al 

BLASTN 

g3510347 

185 

1.0e-100 

248 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11/ complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



171007 

jC-alX24092QlElA05al 

BLASTX 

g3132696 

186 

5.0e-14 

44 
77 

(AF061962) SAR DNA-binding protein-1 



[Pisum sativum] 



171008 

jC-alX24092QlElC10al 

BLASTN 

g2760171 

202 

1.0e-110 

274 

93 

Arabidopsis thaliana genomic DNA 7 chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 

171009 

jC-alX24092QlElE02al 



PI clone 



23334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2252848 

50 

3.0e-19 

125 

90 

Arabidopsis thaliana BAC TM018A10 
171010 

jC-alX24 092QlElF02al 

BLASTN 

g4521999 

79 

1.0e-36 

151 
89 

Arabidopsis thaliana chromosome II BAC E2G1 genomic 
sequence, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171011 

jC-alX24093QlElC01al 

BLASTN 

g3319365 

74 

1.0e-33 

179 

87 

Arabidopsis thaliana BAC T24M8 
171012 

jC-alX24093QlElH07al 

BLASTN 

g2351066 

164 

3.0e-87 

260 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOP9, complete sequence [Arabidopsis thaliana] 

171013 

jC-alX24094QlE!F10al 

BLASTN 

g2244950 

208 

1.0e-113 

366 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171014 

jC-alX24094QlElG03al 

BLASTN 

g2618599 

66 

5.0e-29 



23335 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 

171015 

jC-alX24095QlElA12al 

BLASTX 

g3702332 

340 

6.0e-32 

66 

100 

(AC005397) unknown protein [Arabidopsis thaliana] 



171016 

jC-alX24096Q!ElF02al 

BLASTN 

g666976 

71 

5.0e-32 

143 

87 

A. thaliana TYKY mRNA 



for NADH : ubiquinone oxidoreductase 



171017 

jC-alX24 097QlElD04al 

BLASTN 

g3046851 

64 

6.0e-28 

132 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone 



171018 

jC-alX24097QlElEllal 

BLASTN 

g2213606 

370 

0.0e+00 

377 

99 

Genomic sequence for Arabidopsis thaliana BAG F21J9, 
complete sequence [Arabidopsis thaliana] 

171019 

jC-alX24 097QlElF09al 

BLASTN 

g4063737 

105 

2.0e-52 

113 
98 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23336 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171020 

jC-alX24097QlElG09al 

BLASTN 

gl086462 

125 

4.0e-64 

130 

78 

Arabidopsis thaliana Columbia ecotype metallothionein 
(MT2b) gene, complete cds 

171021 

jC-alX24099QlElAllal 

BLASTN 

g2098816 

227 

1.0e-125 

251 

98 

Arabidopsis thaliana BAC F19G10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171022 

jC-alX24099QlElAllbl 

BLASTN 

g2098816 

232 

1.0e-128 

296 

97 

Arabidopsis thaliana BAC F19G10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



171023 

jC-alX24099QlElE09bl 

BLASTX 

g3747111 

149 

4.0e-10 

43 

70 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 
171024 

jC-alX240 99QlElF06al 

BLASTN 

g2392762 

251 

1.0e-139 

381 
99 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 

171025 

jC-alX24100Q!ElA04al 

BLASTN 

g4159712 



23337 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 

6.0e-94 

183 

73 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

171026 

jC-alX24100QlElF09al 

BLASTN 

gl6151 

79 

2.0e-36 

245 
88 

Arabidopsis thaliana gene for acyl carrier protein 
171027 

jC-alX24100QlElG07al 

BLASTN 

g4490291 

153 

8.0e-81 

185 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

171028 

jC-alX24114QlElG02al 

BLASTN 

g3617740 

115 

4.0e-58 

179 

91 

Arabidopsis thaliana BAC F1I21 from chromosome 1, near 59 
cM, complete sequence [Arabidopsis thaliana] 

171029 

jC-alX24119QlElAllbl 

BLASTX 

gl346724 

185 

2.0e-14 

42 

90 

FLORAL HOMEOTIC PROTEIN PISTILLATA >gi_625 97 0_pir A53839 B 

function floral homeotic protein PI - Arabidopsis thaliana 
>gi_493620_dbj_BAA06465_ (D30807) PI protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171030 

jC-alX24124QlElH01bl 

BLASTN 

g2264315 

180 



23338 



# 



E value 
Match length 
% identity 
NCBI Description 



7.0e-97 

232 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171031 

jC-alX24127QlElF05bl 

BLASTN 

g3046851 

272 

1.0e-151 

272 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIJ24, complete sequence [Arabidopsis thaliana] 

171032 

jC-alX24134QlElE05al 

BLASTN 

g4589436 

215 

1.0e-117 

325 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPA22, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



171033 

jC-alX25 021QlElD01al 

BLASTN 

g2529657 

344 

0.0e+00 

372 

98 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171034 

jC-alX25027QlElB10bl 

BLASTX 

g2865175 

358 

4.0e-34 

93 

75 

(AB010945) AtRerlA [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171035 

jC-alX25027QlElE07al 

BLASTX 

g3522942 

408 

7.0e-40 

137 
53 



23339 



NCBI Description (AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171036 

jC-alX25027QlElG08al 

BLASTX 

gl351221 

232 

2.0e-19 

46 

96 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945085 
(U31096) transcription factor TFIIB [Arabidopsis thaliana 
>gi_2618697 (AC002510) transcription factor TFIIB 
[Arabidopsis thaliana] 

171037 

jC-alX25028QlElGllal 

BLASTN 

g2529657 

283 

1.0e-158 

283 
100 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171038 

jC-alX2502 8QlElGllbl 

BLASTN 

g2529657 

215 

1.0e-117 

313 
93 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171039 

jC-alX25034QlElH07al 

BLASTN 

g4220627 

329 

0.0e+00 

341 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171040 

jC-alX25037QlElA06al 

BLASTN 

g4678705 

305 

1.0e-171 

325 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 



F10N7 



23340 



(ESSA project) 



Seq. No. 


171041 


beq. id 




Method 


BLASTN 


NCBI GI 


gl931636 


BLAST score 


255 


E value 


1.0e-141 


Match length 


271 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


171042 


Seq. ID 


jC-alX25037Q!ElBllal 


Method 




NCBI GI 


g2564050 


BLAST score 


323 


E value 


0. 0e+00 


Match length 


332 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




MUA22 , complete sequ< 


Seq. No. 


171043 


Seq. ID 


jC-alX25037QlElC07al 


Method 


BLAb 1 N 


NCBI GI 


g2358139 


BLAST score 


208 


E value 


1.0e-113 


Match length 


316 


% identity 


91 


NCBI Description 


Arabidopsis thaliana 




sequence [Arabidopsi 


Seq. No. 


171044 


Seq. ID 


jC-alX25042QlElC04al 


Method 


BLASTN 


NCBI GI 


g4519192 


BLAST score 


126 


E value 


1.0e-64 


Match length 


231 


% identity 


88 



1 YAC yUP8H12 complete 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MBK21, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171045 

jC-alX25042QlElH07al 

BLASTN 

g2244829 

93 

6.0e-45 

208 

45 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 



171046 



23341 



Seq. ID 


jC-alX25043QlElC03al 


Method 


BLASTN 


NCBI GI 


g4519192 


BLAST score 




E value 


2.0e-25 


Match length 


125 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genoi 




MBK21, complete sequence 


Seq. No. 


171047 


Seq. ID 


jC-alX25043QlElE04al 


Method 


BLASTX 


NCBI GI 


gloouyJu 


BLAST score 


322 


E value 


7.0e-30 


Match length 


63 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S13 


Seq. No. 


171048 


Seq. ID 


jC-alX25045QlElD09al 


Method 


BLASTN 


NCBI GI 


g3641835 


BLAST score 


71 


E value 


8.0e-32 


Match length 


242 


% identity 


80 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171049 

jC-alX2504 6QlElB08al 

BLASTN 

g3046853 

97 

2.0e-47 

177 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRA19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171050 

jC-alX2504 6QlElD03al 

BLASTN 

g3702729 

49 

1.0e-18 

237 
79 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A11, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



171051 

jC-alX2504 6QlElG09al 

BLASTX 

g2160176 



23342 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



193 

9.0e-15 

67 
58 

(AC000132) 



F21M12.25 gene product [Arabidopsis thaliana] 



171052 

jC-alX25047QlElB06al 

BLASTN 

g3128138 

188 

1.0e-101 

303 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFO20, complete sequence [Arabidopsis thaliana] 

171053 

jC-alX2504 8QlE!A07al 

BLASTN 

g3702738 

172 

4.0e-92 

250 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWJ3, complete sequence [Arabidopsis thaliana] 

171054 

jC-alX2504 9QlElA06bl 

BLASTN 

g2924505 

56 

4.0e-23 

141 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

171055 

jC-alX25049QlElC12al 

BLASTX 

g3063396 

184 

8.0e-14 

48 
75 

(AB012947) vcCyP [Vicia faba] 
171056 

jC-alX25073Q!ElC07al 

BLASTN 

g3550981 

94 

7.0e-46 

126 

94 



23343 



® 



NCBI Description Arabiciopsis thaliana mutM homologue gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171057 

jC-alX25074QlE2C06bl 

BLASTN 

g3047100 

99 

1.0e-48 

159 
91 

Arabidopsis thaliana BAC F6N2 3 
171058 

jC-alX25079QlElH05bl 

BLASTN 

g3641835 

46 

4.0e-17 

143 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171059 

jC-alX25080QlE!H10bl 

BLASTN 

g4589412 

54 

6.0e-22 

118 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F6N7, complete sequence 

171060 

jC-alX25081QlElH04al 

BLASTX 

g3426041 

167 

7.0e-12 

32 
91 

(AC005168) unknown protein [Arabidopsis thaliana] 
171061 

jC-alX25083QlElB07bl 

BLASTN 

g2245073 

62 

1.0e-26 

144 
94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 



171062 

jC-alX25086QlElD03al 



23344 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4262240 

376 

2.0e-36 

72 
100 

(AC006200) 



putative stress protein [Arabidopsis thaliana 



171063 

jC-alX25088QlElC04bl 

BLASTN 

g3241920 

45 

5.0e-16 

103 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 



PI clone 



171064 

jC-alX25088QlE!G03bl 

BLASTN 

g3600029 

168 

2.0e-89 

418 

100 

Arabidopsis thaliana BAC T12H20 
171065 

jC-alX250 8 9QlElF01al 

BLASTN 

g4678258 

265 

1.0e-147 

331 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

171066 

jC-alX2508 9QlElF01bl 

BLASTN 

g4678258 

214 

1.0e-117 

372 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

171067 

jC-alX250 92QlElA12al 

BLASTN 

gl497986 

77 

2.0e-35 



F6I7 



F6I7 



23345 



Match length 

% identity 

NCBI Description 



101 
94 

Arabidopsis thaliana SCARECROW (SCARECROW1) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171068 

jC-alX25092QlElB03al 

BLASTN 

g3063690 

72 

1.0e-32 

140 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

171069 

jC-alX25102QlElD08al 

BLASTN 

g3046855 

359 

0. 0e+00 

387 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSL1, complete sequence [Arabidopsis thaliana] 

171070 

jC-alX2510 6Q!ElD02al 

BLASTX 

g21579 

288 

5.0e-26 

58 

90 

(X52385) starch phosphorylase (AA 1-966) [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171071 

jC-alX25109QlElA07al 

BLASTX 

g2462737 

349 

3,0e-33 

69 

100 

(AC002292) similar to "Mx" 
[Arabidopsis thaliana] 

171072 

jC-alX25109QlElA09al 

BLASTN 

g2341023 

43 

4 .Oe-15 

135 
81 



GTP-binding proteins 



23346 



NCBI Description 



Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171073 

jC-alX25109QlElE01al 

BLASTN 

g3056579 

263 

1.0e-146 

263 
100 

Arabidopsis thaliana BAC T1F9 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

171074 

jC-alX25112QlElH02al 

BLASTN 

g3366536 

147 

4.0e-77 
223 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171075 

jC-alX25113QlElD07al 

BLASTX 

g3600040 

221 

2.0e-18 

88 
50 

(AF080119) similar to Arabidopsis thaliana disease 
resistance protein RPS2 (GB:U14158) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171076 

jC-alX25113QlElG09al 

BLASTN 

g4760411 

50 

4.0e-19 

106 
87 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC F25C20 sequence, 



171077 

jC-alX25114QlElG02al 

BLASTN 

g2760164 

238 

1.0e-131 

292 

100 

Arabidopsis thaliana genomic DNA f chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAC clone: 



23347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171078 

jC-alX25114QlElG09al 

BLASTX 

g3164132 

299 

4.0e-27 

67 
81 

(D78601) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171079 

jC-alX25116Q!ElA06al 

BLASTN 

g3335356 

362 

0.0e+00 

362 

100 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



171080 

jC-alX25116QlElBllal 

BLASTN 

g4589435 

244 

1.0e-135 

340 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOE17, complete sequence 



PI clone 



PI clone 



171081 

jC-alX25116QlElE02al 

BLASTN 

g2696018 

200 

1.0e-108 

256 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 

171082 

jC-alX25116QlElG03al 

BLASTN 

g3738275 

67 

1.0e-29 
142 



Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



171083 



23348 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-alX25116QlElH02al 

BLASTX 

gl705463 

463 

3.0e-46 

100 
92 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171084 

jC-alX25117QlElB07al 

BLASTN 

g2098816 

272 

1.0e-151 

296 
97 

Arabidopsis thaliana BAC F19G10, complete sequence 
171085 

jC-alX25117QlElD06al 

BLASTN 

g2494106 

61 

5.0e-26 

180 

82 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

171086 

jC-alX25117QlElGllal 

BLASTN 

g3885325 

212 

1.0e-116 

384 

94 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171087 

jC-alX35029QlElBllal 

BLASTN 

g4199934 

109 

3.0e-54 

167 

53 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 



23349 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete sequence [Arabidopsis thaliana] 
171088 

jC-alX35043QlElD09al 

BLASTX 

g3386603 

207 

1.0e-16 

72 
51 

(AC004 665) unknown protein [Arabidopsis thaliana] 
171089 

jC-alX3504 4Q!ElGllal 

BLASTN 

gl66891 

128 

5.0e-66 

180 
93 

A. thaliana tryptophan synthase beta subunit (trpB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171090 

jC-alX35044QlElHl2al 

BLASTN 

g4539290 

235 

1.0e-129 

300 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F14M19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171091 

jC-alX35047QlElFllal 

BLASTN 

g3548797 

227 

1.0e-125 

320 
99 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



171092 

jC-alX35047QlElG0 6bl 

BLASTN 

g4106527 

25 

1.0e-04 

139 

57 

Mus musculus Pontin52 mRNA, complete cds 
171093 

jC-alX3504 8QlElF09al 



23350 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLAST N 

g4185128 

237 

1.0e-131 

336 
96 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171094 

jC-alX3504 9QlElB12al 

BLASTN 

g2337888 

322 

0.0e+00 

350 

98 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 



171095 

jC-alX35055QlE2B03al 

BLASTX 

g2129640 

391 

5.0e-38 

75 

99 

magnesium chelatase chain 
>gi__l 154 62 7_emb_CAA92 8 02_ 



- Arabidopsis thaliana 
(Z68495) magnesium chelatase 



subunit [Arabidopsis thaliana] 
171096 

jC-alXLIB327434Pla06al 

BLASTN 

g540252 

35 

5.0e-10 

35 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
171097 

jC-alXLIB327434Pla07bl 

BLASTX 

g3183570 

254 

1.0e-21 

116 
43 

HYPOTHETICAL 36.8 KD PROTEIN IN DINF-QOR INTERGENIC REGION 
171098 

jC-alXLIB3274 34Pla08al 

BLASTN 

g2462264 

49 



23351 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-18 

49 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171099 

jC-alXLIB3274 34Pla09bl 

BLASTN 

g2582640 

60 

6.0e-25 

76 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171100 

jC-alXLIB327434Plal2bl 

BLASTX 

gl40400 

538 

5.0e-55 

134 

75 

HYPOTHETICAL 37.2 KD PROTEIN IN CHA1-PRD1 INTERGENIC REGION 

>gi_8317 6__pir S19389 hypothetical protein YCL059c - yeast 

(Saccharomyces cerevisiae) >gi_5300_emb_CAA42386_ (X59720) 
YCL059c, len:316 [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171101 

jC-alXLIB327434Plb01bl 

BLASTX 

g4406764 

424 

1.0e-41 

149 
60 

(AC006836) 
thaliana] 



putative uridylyl transferase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171102 

jC-alXLIB327 4 34Plb07al 

BLASTX 

g2739389 

356 

1.0e-33 

86 
54 

(AC002505) Cf-2.2 like protein 
171103 

jC-alXLIB327434Plb09bl 

BLASTN 

g3366536 

273 

1.0e-152 
468 



[Arabidopsis thaliana] 



23352 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

171104 

jC-alXLIB327434Plbl0bl 

BLASTN 

g2582640 

64 

3.0e-27 

76 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171105 

jC-alXLIB327 4 34Plbllal 

BLASTN 

g531828 

58 

1.0e-23 

62 

98 

Cloning vector pSportl, complete cds 
171106 

jC-alXLIB327434Plbllbl 

BLASTX 

g2979559 

274 

5.0e-24 

90 
61 

(AC003680) 
thaliana] 



putative DNA binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171107 

jC-alXLIB327434Plc01bl 

BLASTN 

g4589410 

332 

0.0e+00 

414 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171108 

jC-alXLIB327434Plc02bl 

BLASTN 

g2443328 

466 

0.0e+00 

466 

100 

Arabidopsis thaliana mRNA 
cds 



for Mei2-like protein, complete 



23353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171109 

jC-alXLIB327434Plc03bl 

BLASTX 

g2497733 

615 

5.0e-64 

118 
100 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

171110 

jC-alXLIB327434Plc09al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171111 

jC-alXLIB327434Plcl0bl 

BLASTN 

g4587641 

472 

0.0e+00 

472 

100 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

171112 

jC-alXLIB327434Pld02bl 

BLASTX 

g282964 

350 

6.0e-33 

93 
70 

transforming protein (myb) homolog (clone myb.Ph3) - garden 
petunia >gi_20563_emb_CAA7838 6_ (Z13996) protein 1 [Petunia 
x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171113 

jC-alXLIB3274 34Pld08bl 

BLASTN 

g2582640 

66 

2.0e-28 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23354 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171114 

jC-alXLIB327434Pldl0bl 

BLASTX 

g3386622 

739 

2.0e-78 

150 

97 

(AC004 665) unknown protein [Arabidopsis thaliana] 
171115 

jC-alXLIB327434Pldl2bl 

BLASTX 

g2342727 

535 

1.0e-54 

129 

79 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
171116 

jC-alXLIB327434Ple01bl 

BLASTX 

g3746067 

704 

2.0e-74 

155 

92 

(AC005311) hypothetical protein [Arabidopsis thaliana] 
171117 

jC-alXLIB327434Ple02bl 

BLASTX 

g3668175 

755 

2.0e-80 

152 
94 

(AB006778) vegetative storage protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171118 

jC-alXLIB3274 34Ple06bl 

BLASTX 

gll74623 

575 

3.0e-59 

161 
72 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 
>gi_529705 (U13070) C. elegans cct-6 (similar to T complex 
proteins, Tcp-l-related, Cctz) [Caenorhabditis elegans] 



Seq, No. 
Seq. ID 
Method 



171119 

jC-alXLIB327434Ple09bl 
BLASTX 



23355 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3461845 
396 

2.0e-38 

111 

72 

(AC005315) 



hypothetical protein [Arabidopsis thaliana] 



171120 

jC-alXLIB3274 34Plf02al 

BLASTN 

g4538990 

108 

1.0e-53 

216 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 

171121 

jC-alXLIB327434Plf02bl 

BLASTN 

g4538990 

86 

2.0e-40 

122 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 

171122 

jC-alXLIB327434Plf05bl 

BLASTX 

g4741940 

677 

3.0e-71 

126 
98 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
171123 

jC-alXLIB327434Plf08bl 

BLASTX 

g3341679 

513 

5.0e-52 

149 

69 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

171124 

jC-alXLIB327434Plf09bl 

BLASTN 

g3985934 

232 

1.0e-127 

438 



23356 



® 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7, complete sequence [Arabidopsis thaliana] 

171125 

jC-alXLIB327434Plg02bl 

BLASTN 

g2582640 

64 

3.0e-27 

76 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171126 

jC-alXLIB327 4 34Plg05bl 

BLASTN 

g2335089 

121 

2.0e-61 

170 

98 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171127 

jC-alXLIB327 434Plg06bl 

BLASTX 

g3377800 

636 

2.0e-66 

135 

90 

(AF075597) similar to glycosyl hydrolases family 9 
(PFam: glycosyl_hydro5 .hmm, score : 100 .70) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171128 

jC-alXLIB327434Plgl0bl 

BLASTX 

g3334123 

572 

6.0e-59 

137 
88 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 

171129 

jC-alXLIB327434Plgllbl 

BLASTX 

g4539301 

378 



23357 



E value 


3.0e-36 


Match length 


156 


% identity 


54 


NCBI Description 


(AL049480) putative mitochondria 




thaliana] 


Seq. No. 


171130 


Seq. ID 


jC-alXLIB327434Plgl2bl 


Method 


BLASTX 


NCBI GI 


gJuz 13oo 


BLAST score 


818 


E value 


8.0e-88 


Match length 


158 


% identity 


100 


NCBI Description 


(AJ224957) RGA-like [Arabidopsis 


Seq. No. 


171131 


Seq. ID 


jC-alXLIB327434Plh05al 


Method 


BLAST N 


NCBI GI 


g4490701 


BLAST score 


o o 

oi 


E value 


1.0e-38 


Match length 


87 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromos 




(ESSA project) 


Seq. No. 


171132 


Seq. ID 


jC-alXLIB327434Plh07bl 


Method 


BLASTX 


NCBI GI 


g2760072 


BLAST score 


453 


E value 


5.0e-45 


Match length 


91 


% identity 


99 



NCBI Description 



(X98080) dihydrodipicolinate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171133 

jC-alXLIB327434Plh08bl 

BLASTX 

g2760072 

433 

1.0e-42 

87 
99 

(X98080) 
thaliana] 



dihydrodipicolinate synthase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171134 

jC-alXLIB327434Plhl0al 

BLASTN 

g531828 

56 

2.0e-22 

60 
98 



23358 



© 



NCBI Description Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171135 

jC-alXLIB327434Plhl0bl 

BLASTN 

g2582640 

59 

3.0e-24 

75 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171136 

jC-alXLIB327434P2a06al 

BLASTN 

g540252 

33 

8.0e-09 

33 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171137 

jC-alXLIB327434P2a06bl 

BLASTX 

g2062170 

395 

3.0e-38 
102 

75 

(AC001645) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171138 

jC-alXLIB3274 34P2a0 9bl 

BLASTX 

gll69599 

671 

1.0e-70 

150 

82 

OMEGA- 3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi_541883_pir JQ2336 omega-3 fatty acid desaturase (EC 

1.14.99.-) CFD - Arabidopsis thaliana >gi_408481 (L22961) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 68434_dbj_BAA05040_ (D26019) plastid fatty acid 
desaturase [Arabidopsis thaliana] >gi_541653_dbj_BAA0310 6_ 
(D14007) omega-3-desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171139 

jC-alXLIB327434P2b05bl 

BLASTX 

gl542941 

507 

2.0e-51 

136 
74 



23359 



NCBI Description (X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171140 

jC-alXLIB327434P2c06al 

BLASTN 

g4468103 

205 

l.Oe-111 

456 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171141 

jC-alXLIB327434P2cl0bl 

BLASTX 

g2511715 

730 

2.0e-77 

153 
93 

(AF019380) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 

171142 

jC-alXLIB3274 34P2d05bl 

BLASTX 

g2529679 

155 

5.0e-10 

56 

48 

(AC002535) hypothetical protein [Arabidopsis thaliana] 
171143 

jC-alXLIB327434P2d06bl 

BLASTN 

g2582640 

67 

4.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171144 

jC-alXLIB3274 34P2d07al 

BLASTN 

g2462264 

36 

1.0e-10 

51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



171145 

jC-alXLIB327434P2d07bl 



23360 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35391 

698 

9.0e-74 

131 
99 

TUBULIN ALPHA- 1 CHAIN >gi_71583_pir UBMUAM tubulin alpha-1 

chain - Arabidopsis thaliana >gi_166896 (M21414) 
alpha-l-tubulin [Arabidopsis thaliana] 

171146 

jC-alXLIB327 4 34P2e02al 

BLASTN 

g2462264 

51 

2.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171147 

jC-alXLIB327 434P2e03al 

BLASTN 

g531832 

45 

5.0e-16 

60 
93 

Cloning vector pSport2, 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171148 

jC-alXLIB327434P2e03bl 

BLASTN 

g2618602 

214 

1.0e-117 

430 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 

171149 

]C-alXLIB327434P2e07bl 

BLASTN 

g2264320 

118 

6.0e-60 

129 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI10, complete sequence [Arabidopsis thaliana] 

171150 

jC-alXLIB3274 34P2e09al 

BLASTN 

g3461834 

53 



PI clone: 



PI clone: 



23361 



# 



E value 
Match length 
% identity 
NCBI Description 



1.0e-20 

133 

86 

Arabidopsis thaliana chromosome II BAC T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171151 

jC-alXLIB327434P2el2bl 

BLASTN 

g2582640 

52 

4.0e-20 

68 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171152 

jC-alXLIB327434P2f06al 

BLASTN 

g2290120 

44 

2.0e-15 

62 

95 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



171153 

jC-alXLIB3274 34P2f07bl 

BLASTX 

g2854070 

531 

4.0e-54 

104 

100 

(AF044 914) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 171154 

Seq. ID jC-alXLIB327434P2f09bl 

Method BLASTX 

NCBI GI g4835240 

BLAST score 785 

E value 6.0e-84 

Match length 143 

% identity 100 

NCBI Description (AL04 98 62) putative protein [Arabidopsis thaliana] 

Seq. No. 171155 

Seq. ID jC-alXLIB327434P2fl0bl 

Method BLASTX 

NCBI GI g2209332 

BLAST score 815 

E value 2.0e-87 

Match length 156 

% identity 100 



23362 



NCBI Description 



(U8 9272) chloroplast membrane protein ALBIN03 [Arabidopsis 
thaliana] >gi_3927828 (AC005727) chloroplast membrane 
protein ALBIN03 [Arabidopsis thaliana] 



Seq. No. 


171156 


Seq. ID 


jC-alXLIB327 434P2g03bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


41 


E value 


1.0e-13 


Match length 


49 


% identity 


96 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine 




factor, RSp4 0 


Seq. No. 


171157 


Seq. ID 


jC-alXLIB327 4 34P2h06al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


55 


F! va 1 ii p 


6. Oe-22 


Match length 


62 


% identity 


97 


NfPRT npsrri ttt i on 

\s J_J* 1— / w k-J \^ J— -X. -t- V/li 


Cloning vector pSportl, complete cds 


Seq. No. 


171158 


Seq. ID 


iC-alXLIB327 4 34P2h06bl 


L JLC L11U Va 


BLASTN 

X.J UiaW X XN 


NCBI GI 


g2582640 


BLAST score 


63 


E value 


6.0e-27 


Match lenath 

X X CJ. ^ X X -X_ 1 1 ^ X A 


71 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine 




factor, RSp40 


Seq. No. 


171159 


Seq. ID 


jC-alXLIB327434P3a02al 


Method 


BLASTN 


NCBI GI 


g540252 


BLAST score 


41 


V, va 1 hp 


5 . Oe-14 


Match length 


41 


Sc i Hpn t "i t v 


100 


NCBI Description 


Cloning vector pSVSportl beta-lactamase gene, 


Seq. No. 


171160 


Seq. ID 


jC-alXLIB327 4 34P3a04bl 


Method 


BLASTX 


NCBI GI 


gl046373 


BLAST score 


891 


E value 


3.0e-96 


Match length 


175 


% identity 


98 


NCBI Description 


(U37336) SAG12 protein [Arabidopsis thaliana] 



Seq. No. 



171161 



23363 



# 



Seq. ID jC-alXLIB327434P3al0al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 50 

E value 7.0e-19 

Match length 57 

% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171162 

Seq. ID jC-alXLIB327434P3al2al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 47 

E value 4.0e-17 

Match length 47 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171163 

Seq. ID jC-alXLIB327434P3b05al 

Method BLASTN 

NCBI GI g531828 

BLAST score 4 6 

E value 2.0e-16 

Match length 65 

% identity 92 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 171164 

Seq. ID jC-alXLIB327434P3c02al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171165 

Seq. ID jC-alXLIB327434P3c05al 

Method BLASTN 

NCBI GI g531828 

BLAST score 51 

E value 2.0e-19 

Match length 66 

% identity 97 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 171166 

Seq. ID jC-alXLIB327434P3d01bl 

Method BLASTN 

NCBI GI g2618602 

BLAST score 82 

E value 6.0e-38 

Match length 393 

% identity 85 



23364 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171167 

jC-alXLIB327434P3e06al 

BLASTN 

g531828 

47 

4.0e-17 

66 
92 

Cloning vector pSportl, 



complete cds 



171168 

jC-alXLIB327 4 34P3f07al 

BLASTN 

g4756963 

531 

0.0e+00 

531 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

171169 

jC-alXLIB327 4 34P3f08al 

BLASTN 

g531828 

48 

1.0e-17 

66 
96 

Cloning vector pSportl, complete cds 
171170 

jC-alXLIB327434P3g02al 

BLASTX 

g2979548 

316 

7.0e-29 

81 

75 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 

171171 

jC-alXLIB327434P3h01al 

BLASTN 

g2760167 

118 

2.0e-59 

158 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 



171172 



23365 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-alXLIB327434P3h01bl 

BLASTN 

g2760167 

83 

1.0e-38 

223 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

171173 

jC-alXLIB327434P3h04al 

BLASTN 

g2462264 

50 

7.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
171174 

jC-alXLIB327434P3h07bl 

BLASTN 

g2582640 

65 

8.0e-28 

81 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171175 

jC-alXLIB327434P4b01bl 

BLASTN 

g3869064 

332 

0.0e+00 

545 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1013, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171176 

jC-alXLIB327434P4b05al 

BLASTN 

g2462264 

46 

1.0e-16 

58 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
171177 

jC-alXLIB327434P4c07bl 

BLASTN 

g3869074 

487 



23366 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



0.0e+00 

542 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI9, complete sequence [Arabidopsis thaliana] 

171178 

jC-alXLIB327434P4cl2al 

BLASTN 

g2462264 

45 

6.0e-16 

57 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
171179 

jC-alXLIB327434P4d07bl 

BLASTX 

g419760 

588 

9.0e-75 

166 

57 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_384 9833_emb_CAA4364 6_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

171180 

jC-alXLIB327434P4e02al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171181 

jC-alXLIB327434P4e04bl 

BLASTN 

g2582640 

62 

3.0e-26 

77 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171182 

jC-alXLIB327434P4e0 9al 

BLASTN 

g2462264 

44 

2.0e-15 

48 
98 



23367 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171183 

jC-alXLIB327434P4f01bl 

BLAST N 

g2582640 

53 

1.0e-20 

65 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171184 

jC-alXLIB327434P4f04bl 

BLAST N 

g2582640 

53 

1.0e-20 

80 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171185 

jC-alXLIB327434P4f07al 

BLAST N 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171186 

jC-alXLIB327434P4f07bl 

BLASTN 

g2582640 

61 

2.0e-25 

80 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171187 

jC-alXLIB327434P4f08bl 

BLASTX 

g2493133 

221 

8.0e-20 

111 
48 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 
>gi_2183244 (AF002134) Vma8p [Candida albicans] 



Seq. No. 



171188 



23368 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E-.-.value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-alXLIB327434P4fl0al 

BLASTN 

g2462264 

38 

9.0e-12 

57 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
171189 

jC-alXLIB327434P4g02bl 

BLASTX 

g4163997 

945 

1.0e-102 

181 

99 

(AF087483) alpha-xylosidase precursor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171190 

jC-alXLIB327434P4h01bl 

BLASTX 

g404690 

245 

1.0e-20 

120 

41 

(L19075) cytochrome P450 



[Catharanthus roseus] 



171191 

jC-alXLIB327434P4h02al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
171192 

jC-alXLIB327434P4h05al 

BLASTN 

g2618602 

48 

1.0e-17 

258 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171193 

jC-alXLIB327434P4h05bl 

BLASTN 

g2618602 

83 

1.0e-38 



23369 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

171194 

jC-alXLIB327434P4h07bl 

BLASTN 

g3212846 

234 

1.0e-128 

255 
97 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171195 

jC-alXLIB3274 34P4h!0al 

BLASTX 

g4588012 

436 

5.0e-43 

100 

79 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

171196 

jC-alXLIB327434P4hllal 

BLASTN 

g2462264 

46 

2.0e-16 

46 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
171197 

jC-alXLIB327434P4hllbl 

BLASTN 

g2582640 

51 

2.0e-19 

71 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171198 

jC-alXLIB3274 34P4hl2al 

BLASTX 

g4651204 

179 

7.0e-13 

39 
67 

(AB026262) ring finger protein [Cicer arietinum] 



23370 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171199 

jC-alXLIB327 435Pla02bl 

BLASTN 

g2462264 

35 

5.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
171200 

jC-alXLIB327435Plb01bl 

BLASTN 

g2462264 

40 

4.0e-13 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
171201 

jC-alXLIB327435Plb05bl 

BLASTN 

g531828 

55 

6.0e-22 

66 

95 

Cloning vector pSportl, complete cds 
171202 

jC-alXLIB327 435Plb0 9bl 

BLASTN 

g540252 

33 

8.0e-09 

33 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
171203 

jC-alXLIB327435Plc03al 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
171204 

jC-alXLIB327435Plc08al 

BLASTN 

g2462264 

51 

1.0e-19 



23371 



® 



Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171205 

jC-alXLIB327435Plc08bl 

BLASTN 

g2462264 

35 

5.0e-10 

54 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
171206 

jC-alXLIB327435Plcllal 

BLASTN 

g2462264 

42 

3.0e-14 

42 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171207 

jC-alXLIB327 4 35Pld02al 

BLASTN 

g2462264 

41 

9.0e-14 

41 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
171208 

jC-alXLIB327435Pld05bl 

BLASTX 

g4512675 

241 

3.0e-20 

57 
75 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 
171209 

jC-alXLIB327435Ple02bl 

BLASTN 

g4454447 

97 

5.0e-47 

297 
86 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171210 

jC-alXLIB327 435Ple06bl 



23372 



Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


283 


E value 


4.0e-25 


Match length 


74 


% identity 


70 


NCBI Description 


(AC005727) unknown protein [Arabidopsis thaliana] 


Seq. No. 


171211 


Seq. ID 


jC-alXLIB327435Ple07al 


Method 


BLAST N 


NCBI GI 


g2462264 


BLAST score 


54 


E value 


2.0e-21 


Match length 


54 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171212 


Seq. ID 


jC-alXLIB327435Ple09bl 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


55 


E value 


6.0e-22 


Match length 


59 


% identity 


98 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


171213 


Seq. ID 


jC-alXLIB327435Plf01bl 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


57 


E value 


4.0e-23 


Match length 


65 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


171214 


Seq. ID 


jC-alXLIB327435Plf 02bl 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


37 


E value 


3. Oe-11 


Match length 


41 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171215 


Seq. ID 


jC-alXLIB327435Plf06al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


48 


E value 


9.0e-18 


Match length 


51 



23373 



II 



% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171216 

jC-alXLIB327435Plf06bl 

BLASTN 

g531828 

45 

5.0e-16 

64 
92 

Cloning vector pSportl, complete cds 
171217 

jC-alXLIB327435Plfllbl 

BLASTN 

g836895 

44 

2.0e-15 

56 
95 

Saccharomyces cerevisiae CSP2 gene, complete cds 
171218 

jC-alXLIB327435Plg04bl 

BLASTN 

g2290120 

42 

3.0e-14 

64 

94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171219 

jC-alXLIB327435Plg06al 

BLASTX 

gl706547 

90 

1.0e-17 ' 

76 
62 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR { (l->3) -BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912__pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi__1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis ] 

171220 

jC-alXLIB327435Plg06bl 

BLASTN 

g2462264 

41 

9.0e-14 

61 
92 



23374 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171221 

jC-alXLIB327435Plgl2bl 

BLASTN 

g3395421 

407 

0.0e+00 

411 

100 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171222 

jC-alXLIB327435Plh04bl 

BLASTN 

g4079614 

79 

3.0e-36 

254 

89 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171223 

jC-alXLIB327435Plhllbl 

BLASTN 

g2290120 

54 

2.0e-21 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171224 

jC-alXLIB327435Plhl2al 

BLASTN 

g2290120 

45 

5.0e-16 

69 
93 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171225 

jC-alXLIB327435P2a02bl 

BLASTX 

g4097569 

157 

2.0e-10 

59 
56 

(U64915) GMFP4 [Glycine max] 



Seq. No. 



171226 



23375 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



jC-alXLIB327435P2a03bl 

BLASTN 

g2582640 

35 

5.0e-10 

70 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

171227 

jC-alXLIB327435P2a07al 

BLASTX 

g2443878 

518 

1.0e-52 

115 

86 

(AC002294) Unknown protein [Arabidopsis thaliana] 
171228 

jC-alXLIB327435P2bl2bl 

BLASTN 

g2582640 

52 

3.0e-20 

76 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171229 

jC-alXLIB327 4 35P2e05al 

BLASTN 

g2213606 

208 

1.0e-113 

442 

100 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

171230 

jC-alXLIB327 435P2e06al 

BLASTN 

g2582640 

62 

4.0e-26 

77 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171231 

jC-alXLIB327 435P2f02bl 

BLASTN 

g2582640 



23376 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

9.0e-17 

73 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171232 

jC-alXLIB327 435P2g09al 

BLASTX 

g3080433 

615 

5.0e-64 

131 

90 

(AL022605) 
thaliana] 



putative gamma-glut amy ltransf erase [Arabidopsis 



171233 

jC-alXLIB327435P2gl2bl 

BLASTN 

g2582640 

52 

3.0e-20 

66 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171234 

jC-alXLIB327435P2h04al 

BLASTN 

g2582640 

58 

1.0e-23 

77 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171235 

jC-alXLIB3274 35P2h05al 

BLASTX 

gll70895 

663 

1.0e-69 

146 
86 

MALATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 
(NADP-MDH) >gi_725262 (L40958) NADP-malate dehydrogenase 
[Flaveria bidentis] 

171236 

jC-alXLIB3274 35P2h08bl 

BLASTX 

g3122388 

125 



23377 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AF016847) WD-40 
(AC005825) putative 



2.0e-67 
129 
92 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 
repeat protein [Arabidopsis thaliana] 
>gi_4 5 8 1 1 2 l_gb_AAD2 4 611. 1_AC 0 0 5 8 2 5_1 8 
WD-40 protein MSI2 [Arabidopsis thaliana] 

171237 

jC-alXLIB327 435P3a08al 

BLASTN 

g2462264 

44 

2.0e-15 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
171238 

jC-alXLIB327 4 35P3a08bl 

BLASTX 

g4102839 

355 

2.0e-33 

143 

50 

(AF016713) LeOPTl [Lycopersicon esculentum] 
171239 

jC-alXLIB327 435P3b02al 

BLASTN 

g2462264 

47 

4.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
171240 

jC-alXLIB327435P3b06bl 

BLASTN 

g2582640 

63 

5.0e-27 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171241 

jC-alXLIB327 435P3c01al 

BLASTX 

g4455273 

52 

7.0e-34 
155 

57 



23378 



NCBI Description (AL035527) 
thaliana] 



subtilisin proteinase-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171242 

jC-alXLIB327435P3c01bl 

BLASTN 

g2582640 

44 

3.0e-15 

76 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171243 

jC-alXLIB327 435P3c05al 

BLASTN 

g2462264 

45 

6.0e-16 

77 
90 

Cucumis sativus mRNA for patatin-like protein, partial 
171244 

jC-alXLIB327435P3cl2al 

BLASTN 

g2462264 

38 

4.0e-12 

46 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
171245 

jC-alXLIB327435P3d01al 

BLASTX 

g2129769 

255 

1.0e-21 

117 

40 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

171246 

jC-alXLIB327435P3d04al 

BLASTN 

g531828 

41 

9.0e-14 

60 

95 

Cloning vector pSportl, complete cds 



Seq. No. 



171247 



23379 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-alXLIB327435P3d05al 

BLASTN 

g2290120 

34 

2.0e-09 , 

61 

89 

HIV-1 strain ~M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



171248 

jC-alXLIB327435P3e01al 

BLASTN 

g531828 

43 

9.0e-15 

65 
94 

Cloning vector pSportl, 



complete cds 



171249 

jC-alXLIB3274 35P3e03bl 

BLASTN 

g4519185 

556 

0.0e+00 

572 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15015, complete sequence 

171250 

jC-alXLIB327435P3e06al 

BLASTN 

g4191771 

266 

1.0e-148 

344 
96 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171251 

jC-alXLIB327435P3e07bl 

BLASTX 

g3643609 

413 

4.0e-83 

190 

88 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

171252 

jC-alXLIB327435P3e08al 

BLASTN 

g3860243 



23380 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 

3.0e-52 

254. 
86 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value ; 
Match length 
% identity 



171253 

jC-alXLIB327435P3e09al 

BLASTN 

g2462264 

36 

1.0e-10 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
171254 

jC-alXLIB327435P3g04bl 

BLASTX 

g2239236 

83 

4.0e-22 

179 

39 

(Z97211) probable involvement in ergosterol synthesis 
[Schizosaccharomyces pombe] 

171255 

jC-alXLIB327435P3g07al 

BLASTN 

g2342673 

112 

7.0e-56 

254 
89 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

171256 

jC-alXLIB327 4 35P3h02al 

BLASTN 

g2462264 

41 

1.0e-13 

49 

96 

Cucumis sativus mRNA for patatin-like protein f partial 
171257 

jC-alXLIB327435P3h02bl 

BLASTN 

g2582640 

33 

8.0e-09 

56 

91 



23381 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171258 

jC-alXLIB327435P3h09al 

BLASTN 

g4757410 

105 

8.0e-52 

304 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVE11, complete sequence 

171259 

jC-alXLIB327435P4a01al 

BLASTN 

g2182287 

182 

8.0e-98 

210 

97 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

171260 

jC-alXLIB327435P4b01al 

BLASTN 

g4006885 

186 

1.0e-100 

238 
97 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

171261 

jC-alXLIB327435P4b06al 

BLASTN 

g2351070 

179 

5.0e-96 

246 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171262 

jC-alXLIB327435P4bl0al 

BLASTN 

g2245126 

247 

1.0e-136 

283 
97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



23382 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171263 

jC-alXLIB327435P4c01al 

BLASTN 

g2290120 

42 

3.0e-14 

64 
94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(envj 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171264 

jC-alXLIB327435P4c07al 

BLASTN 

g2708736 

59 

3.0e-24 

184 

89 

Arabidopsis thaliana BAC T13L16 from chromosome II, near 33 
cM, complete sequence [Arabidopsis thaliana] 

171265 

jC-alXLIB327435P4cl0al 

BLASTN 

g2462264 

36 

2.0e-10 

44 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
171266 

jC-alXLIB327435P4d07al 

BLASTN 

g2290120 

52 

3.0e-20 

60 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

171267 

jC-alXLIB327435P4d09al 

BLASTN 

g2462264 

44 

2.0e-15 

52 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 



171268 

jC-alXLIB327435P4e07al 
BLASTN 



23383 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3128137 
302 

1.0e-169 

325 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 



TAC clone: 



171269 

jC-alXLIB327435P4e08bl 

BLASTN 

g2582640 

56 

2.0e-22 

64 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171270 

jC-alXLIB3274 35P4f04al 

BLASTN 

g531828 

51 

2.0e-19 

66 

94 

Cloning vector pSportl, complete cds 
171271 

jC-alXLIB327435P4f05al 

BLASTX 

g3402749 

541 

2.0e-64 

161 

21 

(AL031187) putative protein [Arabidopsis thaliana] 
171272 

jC-alXLIB3274 35P4f06al 

BLASTN 

g2245031 

157 

5.0e-83 

200 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171273 

jC-alXLIB327435P4f07al 

BLASTN 

gl66802 

165 

1.0e-87 

249 



23384 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



92 

Arabidopsis thaliana phosphoprotein phosphatase-type 1 
catalytic site mRNA, complete cds 

171274 

jC-alXLIB327435P4f07bl 

BLASTX 

gl346759 

766 

1.0e-81 

144 

100 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 5 

>gi_421854_pir S31089 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone TOPP5) - Arabidopsis 
thaliana >gi_166803 (M93412) phosphoprotein phosphatase 1 
[Arabidopsis thaliana] 

171275 

jC-alXLIB327435P4f09al 

BLASTN 

g4519191 

77 

4.0e-35 

157 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 

171276 

jC-alXLIB327435P4fl0al 

BLASTN 

g3449330 

336 

0 .0e+00 

424 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14 f complete sequence [Arabidopsis thaliana] 

171277 

jC-alXLIB327435P4g06al 

BLASTN 

g4490701 

46 

2.0e-16 

66 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 

171278 

jC-alXLIB327435P4g08al 

BLASTN 

g2264306 

369 

0. Oe+OO 



23385 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



405 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

171279 

jC-alXLIB327435P4h01al 

BLASTN 

g540252 

37 

4 .Oe-11 

45 
96 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
171280 

jC-alXLIB327435P4h06al 

BLASTN 

g540252 

55 

7.0e-22 

59 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
171281 

jC-alXLIB327435P4h08bl 

BLASTX 

g2149640 

44 

2.0e-88 

196 

90 

(U91995) Argonaute protein [Arabidopsis thaliana] 
171282 

jC-alXLIB327435P4h!0bl 

BLASTN 

g469109 

402 

0.0e+00 

424 

99 

A. thaliana (Columbia) Dil9 mRNA 
171283 

jC-alXLIB3274 3 6Pla03al 

BLASTN 

g2462264 

40 

5.0e-13 

40 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171284 

jC-alXLIB327436Pla03bl 



23386 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

41 

1.0e-13 

45 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171285 

jC-alXLIB327436Pla09bl 

BLASTN 

g2582640 

39 

2.0e-12 

62 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171286 

jC-alXLIB327436Plb05al 

BLASTN 

g531828 

43 

8.0e-15 

65 
94 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171287 

jC-alXLIB327436Plbl0bl 

BLASTX 

g3461845 

425 

8.0e-42 

111 

76 

(AC005315) hypothetical protein [Arabidopsis thaliana] 
171288 

jC-alXLIB327436Plc02al 

BLASTN 

g3293583 

131 

3.0e-67 

206 
94 

Arabidopsis thaliana BAC T27D20 
171289 

jC-alXLIB327436Plc07al 

BLASTN 

g2290120 

50 

5.0e-19 
66 



23387 



II • 



% identity 


95 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


171290 


Seq. ID 


jC-alXLIB3274 36Plcl0al 


Method 


BLASTN 


NCBI CjI 


gz4 bzzo4 


BLAST score 


35 


E value 


5.0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171291 


Seq. ID 


jC-alXLIB327436Plcl0bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


A "1 


E value 


2.0e-17 


Match length 


63 


% identity 


94 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


171292 


Seq. ID 


jC-alXLIB327436Plcl2al 


Method 


BLASTN 


NCBI GI 


g540252 


BLAST score 


44 


E value 


2.0e-15 


Match length 


59 


% identity 


93 


NCBI Description 


Cloning vector pSVSportl beta-lactamase gene, complete cds 


Seq. No. 


171293 


Seq. ID 


jC-alXLIB327436Pld02al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


43 


E value 


6.0e-15 


Match length 


43 


% identity 


100 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


171294 


Seq. ID 


jC-alXLIB327436Pld06bl 


Method 


BLASTX 


NCBI GI 


g336392 


BLAST score 


500 


E value 


1.0e-50 


Match length 


119 


% identity 


87 


NCBI Description 


(J05215) ribosomal protein S17 [Arabidopsis thaliana] 


Seq. No. 


171295 


Seq. ID 


jC-alXLIB327436Pld08al 



23388 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

34 

2.0e-09 

34 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
171296 

jC-alXLIB3274 36Plel2bl 

BLASTN 

g2244901 

282 

1.0e-157 

350 
100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171297 

jC-alXLIB327436Plf09al 

BLASTN 

g2462264 

34 

2.0e-09 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



171298 

jC-alXLIB327436Plg08al 

BLASTN 

g259446 

71 

2.0e-31 

114 
95 

glycine-rich protein {clone atGRP-3} 
C24, mRNA, 680 nt] 



[Arabidopsis thaliana, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171299 

jC-alXLIB327436Plg08bl 

BLASTN 

g3800746 

42 

2.0e-14 

50 

96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 

171300 

jC-alXLIB3274 36Plg09al 

BLASTX 

g3790567 

412 

3.0e-40 



(Kas4) mRNA, 



23389 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 
96 

(AF07 8821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 

171301 

jC-alXLIB327436Plg09bl 

BLASTX 

g3790567 

624 

4.0e-65 

116 

99 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



171302 

jC-alXLIB327436P2a06bl 

BLASTN 

g3128141 

242 

1.0e-133 

364 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



171303 

jC-alXLIB327436P2a07bl 

BLASTN 

g2351068 

365 

0. 0e+00 

380 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRH10, complete sequence [Arabidopsis thaliana] 



171304 

jC-alXLIB327436P2a08al 

BLASTN 

g540252 

33 

7.0e-09 

33 
100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



171305 

jC-alXLIB327436P2b07al 

BLASTX 

g2911042 

311 

2.0e-28 

62 

100 

(AL021961) Phosphoglycerate dehydrogenase 



like protein 



23390 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171306 

jC-alXLIB327436P2d01al 

BLASTX 

gl31187 

186 

8.0e-14 

60 
55 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_72681_pir F1SP3 photosystem I chain III precursor - 

spinach >gi_21303_emb_CAA31523__ (X13133) PSI subunit IV 
preprotein (AA -77 to 154) [Spinacia oleracea] 

>gi_22 6166_prf 1413236A photosystem I reaction center IV 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



171307 

jC-alXLIB3274 36P2d07al 

BLASTX 

g4309698 

61 

3.0e-46 

93 
88 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171308 

jC-alXLIB327436P2d09bl 

BLASTN 

g2582640 

57 

4.0e-23 

77 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171309 

jC-alXLIB327436P2e07bl 

BLASTN 

g2582640 

63 

1.0e-26 

78 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171310 

jC-alXLIB327436P2g04bl 

BLASTN 

g2582640 

50 

6.0e-19 



23391 



II 



Match length 

% identity 

NCBI Description 



77 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 


171311 


Seq. ID 


jC-alXLIB327436P2gl2al 


Method 


BLASTN 


NCBI GI 


g836895 


BLAST score 


36 


E value 


1.0e-10 


Match length 


40 


% identity 


97 


NCBI Description 


Saccharomyces cerevisiae 


Seq. No. 


171312 


Seq. ID 


jC-alXLIB327436P2h01al 


Method 


BLASTN 


NCBI GI 


g4468801 


BLAST score 


137 


E value 


7.0e-71 


Match length 


300 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 


Seq. No. 


171313 


Seq. ID 


jC-alXLIB3274 36P2h03al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


54 


E value 


2.0e-21 


Match length 


54 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


171314 


Seq. ID 


jC-alXLIB327436P3a04bl 


Method 


BLASTX 


NCBI GI 


g3170525 


BLAST score 


668 


E value 


3.0e-70 


Match length 


144 


% identity 


81 


NCBI Description 


(AF054615) cellulase [Fr< 


Seq. No. 


171315 


Seq. ID 


jC-alXLIB327436P3c01al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


45 


E value 


5.0e-16 


Match length 


60 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


171316 



F6G17 



23392 




Seq. ID 


jC-alXLIB327436P3c03al 


Method 


BLASTN 


NCBI GI 


g24 62264 


BLAST score 


42 


E value 


3.0e-14 


Match length 


54 


% identity 


94 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171317 


Seq. ID 


jC-alXLIB327436P3c07bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


47 


E value 


3.0e-17 


Match length 


74 


% identity 


92 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


171318 


Seq. ID 


jC-alXLIB327436P3d05bl 


Method 


BLASTN 


NCBI GI 


g4159706 


BLAST score 


431 


E value 


0.0e+00 


Match length 


431 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MGL6, complete sequence 


Seq. No. 


171319 


Seq. ID 


jC-alXLIB3274 36P3e04bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


64 


E value 


2.0e-27 


Match length 


76 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


171320 


Seq. ID 


jC-alXLIB3274 36P3ellal 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


2.0e-15 


Match length 


52 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin— like protein, partial 


Seq. No. 


171321 


Seq. ID 


jC-alXLIB327436P3f04bl 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


333 



23393 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



0.0e+00 

435 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

171322 

jC-alXLIB327436P3gl0bl 

BLASTX 

g4455301 

655 

9.0e-69 

138 
96 

(AL035528) putative protein [Arabidopsis thaliana] 
171323 

jC-alXLIB327436P3h04bl 

BLASTN 

g2351375 

449 

0.0e+00 

453 

100 

Arabidopsis thaliana translation initiation factor eIF2 p47 
subunit homolog mRNA, complete cds 

171324 

jC-alXLIB327436P3h06bl 

BLASTN 

g2582640 

64 

3.0e-27 

76 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171325 

jC-alXLIB327436P3hl0al 

BLASTN 

g2290120 

56 

1.0e-22 

64 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

171326 

jC-alXLIB3274 36P4a05bl 

BLASTX 

g2262167 

653 

2.0e-68 

153 

84 



23394 



NCBI Description 



(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171327 

jC-alXLIB327 4 36P4a09bl 

BLASTN 

g3869074 

79 

3.0e-36 

271 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MMI9, complete sequence [Arabidopsis thaliana] 

171328 

jC-alXLIB327 436P4al0al 

BLASTN 

g2290120 

46 

1.0e-16 

66 
92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

171329 

jC-alXLIB327436P4c07al 

BLASTN 

g4115912 

92 

5.0e-44 

590 

67 

Arabidopsis thaliana BAC F3H7 
171330 

jC-alXLIB327436P4d02bl 

BLASTN 

g2264314 

60 

6.0e-25 

247 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQK4, complete sequence [Arabidopsis thaliana] 

171331 

jC-alXLIB3274 36P4d03al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



171332 



23395 



II 



Seq. ID 


jC-alXLIB327436P4d08al 


Method 


BLASTN 


NCBI GI 


gz4 ozzo4 


BLAST score 


49 


E value 


2.0e-18 


Match length 


57 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171333 


Seq. ID 


jC-alXLIB3274 36P4dllal 


Method 


BLASTN 


NCBI GI 




BLAST score 


54 


E value 


2.0 : e-21 


Match length 


66 


% identity 


97 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


171334 


Seq. ID 


jC-alXLIB3274 36P4e06al 


Method 


BLASTX 


NCBI GI 


g3135751 


BLAST score 


317 


E value 


4.0e-29 


Match length 


62 


% identity 


97 


NCBI Description 


(AJ006095) 26S protease regulatory subunit 6 [Cicer 




arietinum] 


Seq. No. 


171335 


Seq. ID 


jC-alXLIB3274 36P4ellal 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


53 


E value 


9.0e-21 


Match length 


65 


% identity 


95 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


171336 


Seq. ID 


jC-alXLIB327436P4el2al 


Method 


BLASTX 


NCBI GI 


g2129629 


BLAST score 


172 


E value 


1.0e-20 


Match length 


86 


% identity 


71 


NCBI Description 


L-ascorbate peroxidase (EC 1.11.1.11) - Arabidopsis 



thaliana >gi_13324 39_emb_CAA6664 0_ (X98003) ascorbate 
peroxidase [Arabidopsis thaliana] >gi_1523791_emb_CAA66926 
(X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 
>gi_2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
thaliana] >gi__2924 511_emb_CAA177 65 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 

Seq. No. 171337 



23396 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-alXLIB327436P4el2bl 
BLASTX 
g2129629 
71 

2.0e-22 
127 
50 

L-ascorbate peroxidase (EC 1.11.1, 
thaliana >gi_l 332 4 3 9_emb_CAA6 66 4 0_ 
peroxidase [Arabidopsis thaliana] >gi_15237 91_emb_CAA6692< 
(X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 
>gi_2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
thaliana] >gi_2924511_emb_CAA177 65 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 



,11) - Arabidopsis 
(X98003) ascorbate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171338 

jC-alXLIB327436P4f01al 

BLASTN 

g4757403 

218 

1.0e-119 

254 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJL12, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171339 

jC-alXLIB3274 36P4f04al 

BLASTN 

g4757412 

160 

1.0e-84 

311 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK23, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171340 

jC-alXLIB3274 36P4f05al 

BLASTN 

g3779020 

82 

5.0e-38 

222 

84 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171341 

jC-alXLIB3274 36P4g02al 

BLASTN 

g3241922 

89 

3.0e-42 

308 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, 



PI clone: 



23397 



o 



MLM24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171342 

jC-alXLIB327436P4g03al 

BLASTN 

g4455229 

98 

1.0e-47 

178 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F13M23 



171343 

jC-alXLIB327436P4gl0al 

BLASTX 

g4689479 

412 

3.0e-40 

87 

90 

(AC007213) hypothetical protein [Arabidopsis thaliana] 



171344 

jC-alXLIB3274 36P4gllal 

BLASTN 

g4220632 

326 

0.0e+00 

403 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K6M13, complete sequence [Arabidopsis thaliana] 



TAC clone: 



171345 

jC-alXLIB327436P4h02al 

BLASTN 

g2462264 

48 

9.0e-18 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
171346 

jC-alXLIB3274 36P4h08bl 

BLASTX 

gl703091 

597 

6.0e-62 

122 
98 

ACYL CARRIER PROTEIN, MITOCHONDRIAL PRECURSOR (ACP) 
(NADH-UBIQUINONE OXIDOREDUCTASE 9.6 KD SUBUNIT) (MTACP-1) 

>gi_903689 (L23574) acyl carrier protein precursor 
[Arabidopsis thaliana] >gi_3341682 (AC003672) acyl carrier 

protein [Arabidopsis thaliana] 



23398 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171347 

jC-alXLIB327436P4h09al 

BLASTN 

g531828 

44 

2.0e-15 

64 

92 

Cloning vector pSportl, complete cds 



171348 

jC-atX22003QlElE02al 

BLASTX 

g285286 

145 

5.0e-09 

67 

48 

flavonol 4 1 -sulf otransf erase 



Flaveria chloraefolia 



171349 

jC-atX22004QlElA10al 

BLASTN 

g4115930 

215 

1.0e-117 

337 
99 

Arabidopsis thaliana BAC T4B21 
171350 

jC-atX22004QlElE06al 

BLASTX 

g4263711 

266 

1.0e-23 

80 
65 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



171351 

jC-atX22005QlElG04al 

BLASTN 

g2853071 

341 

0.0e+00 

416 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F24J7 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



171352 

jC-atX22006QlElE05al 

BLASTN 

g2618683 



23399 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202 

1.0e-110 

202 
100 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



171353 

jC-atX22006QlElF07al 

BLAST N 

g3228516 

38 

2.0e-12 

82 
87 

Arabidopsis thaliana ETTIN gene, 



complete cds 



171354 

jC-atX22006QlElG09al 

BLASTX 

gl083762 

275 

2.0e-24 

68 

76 

prolactin-induced T cell protein cl5 - rat 

>gi_619907_emb_CAA57825__ (X82445) RnudC [Rattus norvegicus] 
171355 

jC-atX22006QlElH04al 

BLASTX 

g2244752 

230 

6.0e-19 

86 
53 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
171356 

jC-atX22007QlElA05al 

BLASTX 

g2911082 

207 

1.0e-16 

43 
95 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
171357 

jC-atX22007Q!ElH03al 

BLASTN 

g3138971 

102 

2.0e-50 

114 

97 

Arabidopsis thaliana dihydrolipoylacyltransf erase subunit 



23400 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



of the branched-chain alpha-keto acid dehydrogenase complex 
(LTA1) mRNA, complete cds 

171358 

jC-atX22008QlElB10al 

BLASTN 

g3766106 

33 

3.0e-09 

101 

83 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171359 

jC-atX22008QlElE10al 

BLASTN 

g3985952 

149 

3.0e-78 

276 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MRC8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171360 

jC-atX22009QlElB03al 

BLASTN 

g3172156 

169 

3.0e-90 

229 

93 

Arabidopsis thaliana chromosome 1 BAC T22J18 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171361 

jC-atX22009QlElBllal 

BLASTN 

g2760829 

158 

1.0e-83 

348 
93 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171362 

jC-atX22009QlElC12bl 

BLASTX 

g4581856 

581 

3.0e-60 

130 

90 

(AF116825) 1-deoxy-D-xylulose- 
[Mentha x piperita] 



5-phosphate reductoisomerase 



23401 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171363 

jC-atX22011QlKlB09al 

BLASTN 

g4467131 

186 

1.0e-100 

282 
91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20M13 



171364 

jC-atX22011Q!KlD08al 

BLASTN 

g2584827 

162 

5.0e-86 

293 
92 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 
Method 



171365 

jC-atX22012QlElC01al 

BLASTX 

g4098968 

167 

4.0e-12 

35 
94 

(U81294) germin-like protein [Arabidopsis thaliana] 
171366 

jC-atX22012QlElC12al 

BLASTN 

g4115912 

178 

1.0e-95 

262 
92 

Arabidopsis thaliana BAC F3H7 
171367 

jC-atX22012QlElF07al 

BLASTN 

g3335331 

65 

2.0e-28 

113 

77 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

171368 

jC-atX22012Q!ElF07b2 
BLASTX 



23402 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3080374 
200 

2.0e-15 

138 

3 

(AL022580) 



putative protein [Arabidopsis thaliana] 



171369 

jC-atX22013QlElA04al 

BLASTN 

g2351064 

121 

8.0e-62 

173 

92 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MDJ22, complete sequence [Arabidopsis thaliana] 



PI clone: 



171370 

jC-atX22013QlElC02al 

BLASTN 

g2618602 

266 

1.0e-148 

270 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

171371 

jC-atX22013Q!ElD06al 

BLASTX 

g3461821 

153 

5.0e-10 

51 
61 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171372 

jC-atX22013QlElG06al 

BLASTN 

g3869067 

261 

1.0e-145 

357 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

171373 

jC-atX22013QlE!G06a2 

BLASTN 

g3869069 

98 

5.0e-48 



23403 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

171374 

jC-atX22014QlE!A02al 

BLAST N 

g2244950 

82 

1.0e-38 

150 
89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171375 

jC-atX22014QlElC04al 

BLAST N 

gl839239 

281 

1.0e-157 

313 

97 

Arabidopsis thaliana aVps41p 



(AVPS41) gene, partial cds 



171376 

jC-atX22014QlElD04al 

BLASTN 

g4415928 

122 

2.0e-62 

199 
93 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171377 

jC-atX22016Q!ElC01al 

BLASTN 

g4589438 

119 

1.0e-60 

205 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2, complete sequence 



171378 

jC-atX22016QlElD10al 

BLASTX 

g2827710 

196 

6.0e-25 

76 
84 

(AL021684) lysosomal Pro-X carboxypeptidase 



like protein 



23404 



[Arabidopsis thaliana] 



Seq. No^. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171379 

jC-atX22017Q!ElC04bl 

BLASTX 

g2129532 

89 

7.0e-24 

81 
74 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99*6) - 
Arabidopsis thaliana >giJL107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171380 

jC-atX22017QlElH03al 

BLASTN 

g2264321 

43 

2.0e-15 

69 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171381 

jC-atX22018QlElDllbl 

BLASTN 

g4586349 

62 

9.0e-27 

86 

93 

Arabidopsis thaliana 
adenylyltransf erase , 



DNA for glucose-1- 
complete cds 



■phosphate 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171382 

jC-atX22019QlElH05al 

BLASTN 

g2191126 

124 

2.0e-63 

277 
94 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171383 

jC-atX22020QlElF05al 

BLASTN 

g3292807 

88 

3.0e-42 

156 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 



23405 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171384 

jC-atX22020QlElF09al 

BLASTX 

g2674203 

138 

1.0e-17 

88 
57 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

171385 

]C-atX22022QlElB07bl 

BLASTN 

g2246379 

323 

0.0e+00 

399 

97 

A. thaliana mRNA for peptidyl-prolyl cis-trans isomerase 
171386 

jC-atX22022QlElC09al 

BLASTN 

g3449330 

113 

6.0e-57 

219 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDJ14, complete sequence [Arabidopsis thaliana] 

171387 

jC-atX22022QlElF02al 

BLASTN 

g4678705 

193 

1.0e-104 

423 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



171388 

jC-atX22022QlElF05al 

BLASTN 

g3695386 

230 

1.0e-126 

246 

98 

Arabidopsis thaliana BAC T2L5 
171389 

jC-atX22022QlElF08al 
BLASTN 



23406 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589412 
293 

1.0e-164 

293 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F6N7, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171390 

jC-atX22023QlElA09al 

BLASTN 

g4678258 

86 

3.0e-41 

106 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6I7 



171391 

jC-atX22023QlElG03al 

BLASTN 

g3242700 

254 

1.0e-141 

295 
97 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



171392 

jC-atX22024QlElE01bl 

BLASTN 

g2618602 

57 

9.0e-24 

61 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



171393 

jC-atX22024QlElG02al 

BLASTN 

g2351062 

302 

1.0e-169 

340 
96 

Arabidopsis thaliana genomic DNA 7 chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171394 

jC-atX22024QlElH04al 

BLASTX 

g!706738 

194 



23407 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-15 

71 
51 

FLAVONOL 3-SULFOTRANSFERASE (F3-ST) >gi__498645 (U10275) 
flavonol 3-sulf otransferase [Flaveria bidentis] 

171395 

jC-atX22025QlElC04al 

BLASTX 

g2739373 

96 

2.0e-13 

110 
39 

(AC002505) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

171396 

jC-atX22025QlElH10al 

BLASTX 

g3193297 

430 

2.0e-42< 

81 

100 

(AF069298) 
thaliana] 



similar to epoxide hydrolases [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171397 

jC-atX22026QlElB04al 

BLASTN 

g4589969 

102 

2.0e-50 

166 

90 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 

171398 

jC-atX22026QlElB07al 

BLASTN 

g3395421 

53 

2.0e-21 

85 
91 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171399 

jC-atX22026QlElE01al 

BLASTN 

g4757410 

125 

3.0e-64 

153 



23408 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVE11, complete sequence 

171400 

jC-atX22026QlElE03al 

BLASTN 

g2342717 

247 

1.0e-136 

420 

98 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171401 

jC-atX22027QlElE02al 

BLASTN 

gl707006 

45 

2.0e-16 

109 

85 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171402 

jC-atX22027QlElF07al 

BLASTX 

g4006871 

510 

7.0e-52 

104 

100 

(Z99707) patatin-like protein [Arabidopsis thaliana] 
171403 

jC-atX22027QlElF10al 

BLASTX 

g2129899 

205 

4.0e-16 

80 

49 

chalcone reductase homolog - Sesbania rostrata (fragment) 
>gi_8 99483_emb_CAA8 85 91_ (248672) chalcone reductase 
homologue [Sesbania rostrata] 

171404 

jC-atX22028QlElF08al 

BLASTX 

g4490750 

162 

3.0e-ll 

32 

100 

(AL035708) GTP-binding protein GB3 [Arabidopsis thaliana] 



23409 



II 



Seq. No. 


171405 


Seq. ID 


jC-atX22028QlElH09al 


Method 


BLASTX 


NCBI GI 


g2194119 


BLAST score 


193 


E value 


1.0e-14 


Match length 


66 


% identity 


53 


NCBI Description 


(AC002062) No definit 


Seq. No* 


171406 


Seq. ID 


jC-atX22029QlElF02al 


Method 


BLASTX 


NCBI GI 


g4008012 


BLAST score 


269 


E value 


8.0e-24 


Match length 


53 


% identity 


98 


NCBI Description 


(AF084037) receptor-1 




thaliana] 


Seq. No. 


171407 


Seq. ID 


jC-atX22030QlElB05al 


Method 


BLASTX 


NCBI GI 


g99772 


BLAST score 


372 


E value 


1.0e-35 


Match length 


95 


% identity 


78 



line found [Arabidopsis thaliana] 



receptor-like protein kinase [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ubiquitin 81-aa extension protein 2 - Arabidopsis thaliana 
>gi_166936 (J05540) ubiquitin extension protein <UBQ6) 
[Arabidopsis thaliana] >gi_3522953 (AC004411) ubiquitin 
extension protein (UBQ6) [Arabidopsis thaliana] 

171408 

jC-atX22030QlElE07al 

BLASTN 

g499046 

128 

9.0e-66 

160 

95 

A. thaliana (CDNA4) myosin heavy chain mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171409 

jC-atX22031QlE!A06al 

BLASTN 

g4587986 

54 

1.0e-21 

174 

82 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 



Seq. No. 



171410 



23410 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX22031QlE!D06al 

BLASTN 

g3779020 

158 

1.0e-83 

275 

89 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171411 

jC-atX22031QlElFllal 

BLASTX 

g3924613 

289 

6.0e-26 

66 

88 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi_4263512_gb_AAD15338_ (AC004044) hypothetical protein 
[Arabidopsis thaliana] 

171412 

jC-atX22032QlElA08al 

BLASTN 

g3047060 

513 

0.0e+00 

535 

99 

Arabidopsis thaliana BAC F7N22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



171413 

jC-atX22032QlElC02al 

BLASTX 

g4160532 

144 

4.0e-09 

69 

49 

(AJ011304) sphingosine-l-phosphate lyase [Homo sapiens] 
171414 

jC-atX22032QlElG09bl 

BLASTN 

g2618602 

82 

2.0e-38 

158 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 

171415 

jC-atX22032QlElH09bl 

BLASTN 

g4490291 



23411 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



83 

5.0e-39 

253 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 



171416 

jC-atX22032QlElHllal 

BLASTN 

g4159705 

458 

0.0e+00 
461 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGD8, complete sequence 



PI clone 



171417 

jC-atX22033QlElF04al 

BLASTN 

g4757678 

211 

1.0e-115 

395 

90 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

171418 

jC-atX22033QlElF05al 

BLASTN 

g2477521 

416 

0.0e+00 

441 

98 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171419 

jC-atX22033Q!E2A09al 

BLASTX 

g2979566 

121 

3.0e-06 

70 
94 

(AC003680) MADS box protein AGL20 [Arabidopsis thaliana] 
171420 

jC-atX22033QlE2C04al 

BLASTN 

g3860242 

134 

3.0e-69 

162 



23412 



% identity 

NCBI Description 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence , complete sequence 

171421 

jC-atX22033QlE2C12al 

BLASTN 

g2570223 

130 

6.0e-67 

294 

93 

Arabidopsis thaliana chromosome 1 BAC E20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

171422 

jC-atX22034QlE2G03a2 

BLASTX 

g4588002 

162 

2.0e-41 

91 
90 

(AF085279) hypothetical ankyrin-like protein [Arabidopsis 
thaliana] 

171423 

jC-atX22034QlE2H10bl 

BLASTX 

g2541876 

239 

4.0e-20 

78 
58 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

171424 

jC»atX22035Q!ElD03bl 

BLASTN 

g3176693 

132 

5.0e-68 

366 
100 

Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171425 

jC-atX22039QlElB06bl 

BLASTX 

g2246621 

259 

7.0e-23 

64 

83 

(AF004393) salt-stress induced tonoplast intrinsic protein 



23413 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171426 

jC-atX22039QlElH01034al 

BLASTX 

g2895510 

390 

6.0e-38 

72 

100 

(AF033204) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171427 

jC-atX22 04 4QlElB01019al 

BLASTX 

g4454049 

225 

1.0e-18 

60 
80 

(AL035394) 98b like protein [Arabidopsis thaliana] 
171428 

jC-atX2204 6QlElG01005al 

BLASTN 

g3869075 

98 

3.0e-48 

146 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXK3, complete sequence [Arabidopsis thaliana] 

171429 

jC-atX22051Q!ElA09al 

BLASTN 

g2244788 

454 

0. 0e+00 

454 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171430 

jC-atX22051QlElCllal 

BLASTN 

g4567259 

35 

3.0e-10 

108 
88 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq. No. 



171431 



23414 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atX22051QlElD08bl 

BLASTN 

g4587986 

48 

2.0e-18 

96 

88 

Arabidopsis thaliana ABA-regulated gene cluster, 
sequence 



complete 



171432 

jC-atX22052QlElA07al 

BLASTN 

g4753645 

166 

2.0e-88 

234 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
(ESSA project) 



171433 

jC-atX22052QlElB04al 

BLASTN 

g2351061 

158 

8.0e-84 

187 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAF19, complete sequence [Arabidopsis thaliana] 



PI clone: 



171434 

jC-atX22052QlElB09al 

BLASTN 

gl6188 

39 

8.0e-13 

47 
96 

A. thaliana mRNA ATR2 



for NADPH-cytochrome P4 50 reductase 



171435 

jC-atX22052QlElC06al 

BLASTN 

g3582315 

132 

3.0e-68 

263 
87 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171436 

jC-atX22052QlElE12bl 

BLASTX 

gl363489 



23415 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



467 

8.0e-47 

86 
100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_98405~2__emb_CAA61592__ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

171437 

jC-atX22052QlElG10al 

BLASTN 

g4558590 

70 

4.0e-31 

157 
89 

Arabidopsis thaliana chromosome II BAC T17C22 genomic 
sequence, complete sequence 

171438 

jC-atX22052QlElH04al 

BLASTN 

g4468103 

39 

8.0e-13 

143 

80 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171439 

jC-atX22053Q!ElA09bl 

BLASTX 

g4539307 

291 

1.0e-26 

69 
81 

(AL04 9480) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



171440 

jC-atX22055QlElA09al 

BLASTN 

g3859658 

109 

1.0e-54 

162 
91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

171441 

jC-atX22055QlElD06al 

BLASTN 

g4678258 

134 



BAC clone T16L1 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-69 

193 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 



171442 

jC-atX22056QlElG10bl 

BLASTN 

g2262135 

361 

0.0e+00 

385 

98 

Arabidopsis thaliana BAC T10P11 
cM, complete sequence 



from chromosome IV, near 15 



171443 

jC-atX22058QlElF03al 

BLASTX 

g2244792 

395 

3.0e-38 

88 

91 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
171444 

jC-atX22059QlElA02al 

BLASTN 

g4589430 

263 

1.0e-146 

263 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

171445 

jC-atX22059QlElH09al 

BLASTN 

g4519193 

134 

2.0e-69 

246 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

171446 

jC-atX22060QlElD10al 

BLASTN 

g3449334 

218 

1.0e-119 

234 
98 
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II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

171447 

jC-atX22061QlE2A02al 

BLASTX 

g3785986 

150 

5.0e-10 

27 
100 

(AC005560) RGA1 protein [Arabidopsis thaliana] 
171448 

jC-atX22061QlE2B08al 

BLASTN 

g3702737 

132 

4.0e-68 

262 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN2 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171449 

jC-atX22061QlE2E01al 

BLASTN 

g4314374 

43 

3.0e-15 

95 
93 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171450 

jC-atX22061QlE2E06al 

BLASTX 

g4490704 

217 

6.0e-18 

43 
100 

(AL035680) putative protein [Arabidopsis thaliana] 
171451 

jC-atX220 62Q!ElE06al 

BLASTX 

g2129727 

93 

6.0e-03 

46 

27 

RNA-binding protein 37 - Arabidopsis thaliana >gi__1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 



171452 
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II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX22063QlElB04al 

BLASTN 

g3522932 

210 

1.0e-115 

252 
98 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171453 

jC-atX22065QlElF08al 

BLASTN 

g4455339 

184 

3.0e-99 

259 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171454 

jC-atX220 65QlElG01al 

BLASTX 

g2982444 

396 

1.0e-38 

79 
99 

(AL022224) 
thaliana] 



CLV1 receptor kinase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



171455 

jC-atX22065QlElG05al 

BLASTN 

g3269280 

210 

1.0e-114 

260 
94 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

171456 

jC-atX22067QlElA07al 

BLASTN 

g4733957 

207 

1.0e-113 

262 
94 

Arabidopsis thai iana chromosome II BAC T26C18 genomic 
sequence, complete sequence 

171457 

jC-atX22067QlElF01al 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g472876 
191 

1.0e-103 

236 

96 

A.thaliana mRNA for plasma membrane intrinsic protein 2a 
171458 

jC-atX22067QlElGllbl 

BLASTN 

g2828186 

126 

9.0e-65 

166 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18I23, complete sequence [Arabidopsis thaliana] 

171459 

jC-atX22067QlElH04al 

BLASTX 

g4027891 

226 

6.0e-19 

66 
58 

(AF04 9350) alpha-expansin precursor [Nicotiana tabacum] 
171460 

jC-atX22068QlElG05al 

BLASTN 

g3702722 

262 

1.0e-146 

262 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K12B20, complete sequence [Arabidopsis thaliana] 

171461 

jC-atX22069QlElB01al 

BLASTX 

g3461846 

352 

1.0e-33 

95 

33 

(AC005315) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171462 

jC-atX22069QlElF09al 

BLASTN 

g2584827 

240 

1.0e-132 
256 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

171463 

jC-atX22069Q!ElG12al 

BLASTN 

g4510408 

230 

1.0e-126 

262 
96 

Arabidopsis thaliana chromosome II BAC T1E2 genomic 
sequence, complete sequence 

171464 

jC-atX22070QlElC05al 

BLASTN 

g2252823 

106 

1.0e-52 

167 

94 

Arabidopsis thaliana BAC IG005I10 
171465 

jC-atX2207 0QlElD10al 

BLASTN 

g2337888 

247 

1.0e-137 

263 

98 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

171466 

jC-atX22072QlElA10al 

BLASTN 

gl498063 

238 

1.0e-131 

262 

98 

Arabidopsis thaliana AtEl (atEl) mRNA, complete cds 
171467 

jC-atX22072QlElC04al 

BLASTN 

g2351065 

35 

2.0e-10 

119 



Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171468 

jC-atX22072QlElD06al 

BLASTN 

g3869069 

198 

1.0e-107 

222 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171469 

jC-atX22072QlElF07al 

BLASTN 

g3985931 

133 

5.0e-69 

156 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 

171470 

jC-atX22072QlElF12al 

BLASTX 

g3859659 

157 

8.0e-ll 

36 
83 

(AL031394) putative potassium transporter AtKT5p (AtKTS) 
[Arabidopsis thaliana] 

171471 

jC-atX22072QlElH08al 

BLASTX 

g99677 

298 

4.0e-27 

65 
97 

chaperonine 60K beta chain - Arabidopsis thaliana 
(fragment) >gi_553036 (M35598) 60-kDa chaperonin-60 
beta-polypeptide [Arabidopsis thaliana] 

171472 

jC-atX2207 3QlElB05al 

BLASTN 

g2062153 

268 

1.0e-149 

268 
64 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



171473 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX22073QlElC05bl 

BLASTX 

gll9350 

289 

6.0e-26 

57 
100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_8 1608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24 635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171474 

jC-atX22073QlElGllal 

BLASTN 

g4454447 

53 

2.0e-21 

109 
87 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171475 

jC-atX22074QlElA02al 

BLASTN 

g4079614 

249 

1.0e-138 

249 

100 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171476 

jC-atX22074QlElF03al 

BLASTN 

g3869069 

177 

3.0e-95 

177 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171477 

jC-atX22 074QlElH08al 

BLASTX 

g3548801 

226 

8.0e-19 

54 

81 
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NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_43357 68_gb_AAD1744 5_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 

171478 

jC-atX22075QlElC06al 

BLASTN 

g3150396 

264 

1.0e-147 

288 
98 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171479 

jC-atX22075QlElC12bl 

BLASTN 

g2281081 

250 

1.0e-138 

456 
98 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171480 

jC-atX2207 6QlElE01al 

BLASTX 

g4585882 

320 

1.0e-29 

78 
85 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

171481 

jC-atX22076QlElF07al 

BLASTN 

g4662609 

139 

2.0e-72 

227 
89 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

171482 

jC-atX2207 6Q!ElFllal 

BLASTN 

g4567259 

236 

1.0e-130 

278 
95 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 



23424 



sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171483 

jC-atX22078QlElC10al 

BLASTN 

g4159701 

327 

0.0e+00 

420 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22G18, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171484 

jC-atX22078QlElD05al 

BLASTN 

g4263694 

221 

1.0e-121 

233 

99 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171485 

jC-atX22078Q!ElD10al 

BLAST X 

g2244795 

179 

5.0e-13 

49 
73 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171486 

jC-atX22079QlElB12al 

BLASTX 

g3868859 

393 

3.0e-38 

131 

66 

(AB013887) RAV2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171487 

jC-atX22080QlElF09al 

BLASTX 

g4826972 

144 

7.0e-09 

48 

52 

RNA binding motif protein 8 >gi_4 45512 9_gb_AAD2 1089 . 1_ 
(AF127761) ribonucleoprotein RBM8 [Homo sapiens] 



Seq. No. 
Seq. ID 



171488 

jC-atX22080QlE2C04al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTN 

g4680765 

43 

2.0e-15 

123 
84 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 

171489 

jC-atX22080QlE2G09bl 

BLASTX 

g3152600 

216 

5.Qe-18 

52 
77 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. ESTs gb_H37409, 
gb_AA395290, and gb_T43907 come from this gene. 
[Arabidopsis thaliana] 

171490 

jC-atX22081QlE2B12al 

BLASTN 

g4510392 

151 

2.0e-79 

347 

84 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

171491 

jC-atX22081QlE2D05bl 

BLASTN 

g2462780 

272 

1.0e-151 

324 
96 

Arabidopsis thaliana carbamoyl phosphate synthetase small 
subunit mRNA (carA) , complete cds 

171492 

jC-atX22082QlElD09al 

BLASTN 

g3046847 

39 

5.0e-13 

135 

82 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

171493 

jC-atX22083Q!ElE08al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g4680765 

113 

4.0e-57 

165 
92 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 

171494 

jC-atX22084QlElB02al 

BLASTX 

g4103963 

215 

3.0e-17 

42 

100 

(AF030035) calmodulin [Phaseolus vulgaris] 
171495 

jC-atX22084QlElBllbl 

BLASTX 

g3912927 

236 

2.0e-20 

51 

47 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
171496 

jC-atX22084QlElG10bl 

BLASTN 

g4210448 

55 

1.0e-22 

95 
89 

Arabidopsis thaliana gene for ARR1 protein, complete cds 
171497 

jC-atX22084QlE2C09al 

BLASTX 

gl871180 

314 

3.0e-29 

92 
73 

(U90439) unknown protein [Arabidopsis thaliana] 
171498 

jC-atX22085QlE2F05al 

BLASTN 

g4519194 

298 

1.0e-167 

323 
98 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17, complete sequence 

171499 

jC-atX22086QlElB03al 

BLASTN 

g3319359 

259 

1.0e-144 

363 
100 

Arabidopsis thaliana BAC T7M24 
171500 

jC-atX22086QlElC10al 

BLASTN 

g4539309 

218 

1.0e-119 

254 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 

171501 

jC-atX22087QlElA06al 

BLASTN 

g4582444 

40 

2.0e-13 

48 
96 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

171502 

jC-atX22088QlElE06al 

BLASTX 

g3702323 

272 

4.0e»24 

53 

92 

(AC005397) unknown protein [Arabidopsis thaliana] 
171503 

jC-atX22088QlElE12al 

BLASTX 

g4455206 

258 

2.0e-22 

51 
94 

(AL035440) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 



171504 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX22088QlE!E12bl 

BLASTX 

g4455206 

626 

2.0e-65 

131 
95 

(AL035440) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



171505 

jC-atX22089QlElF02a2 

BLASTN 

g3250673 

68 

2.0e-30 

92 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

171506 

jC-atX2208 9QlElF02b2 

BLASTN 

g3250673 

110 

2.0e-55 

131 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

171507 

jC-atX23001QlElA09al 

BLASTN 

g2244870 

50 

2.0e-19 

146 
89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171508 

jC-atX23002QlElA12bl 

BLASTX 

g4262236 

171 

2.0e-17 

90 
60 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

171509 

jC-atX23003QlElGllbl 
BLASTN 



23429 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3252804 
35 

2.0e-10 
111 

42 

Arabidopsis thaliana chromosome II BAC F26C24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171510 

jC-atX23004QlElD04al 

BLASTN 

g2598228 

117 

1.0e-59 

121 
99 

A. thaliana mRNA for Rabll protein 
171511 

jC-atX23004QlE!E04al 

BLASTN 

g3046854 

112 

1.0e-56 

116 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRG7 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171512 

jC-atX23004QlElH08al 

BLASTN 

g4263642 

84 

7.0e-40 

128 
98 

Arabidopsis thaliana chromosome II BAC T13H18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171513 

jC-atX23005QlE!B06bl 

BLASTN 

g4580365 

62 

1.0e-26 

154 
90 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F3F20 genomic 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171514 

jC-atX2 3005QlElE0 9al 

BLASTN 

g4691223 

146 

8.0e-77 



23430 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



150 
99 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

171515 

jC-atX23005QlElF01al 

BLASTN 

g2760167 

144 

1.0e-75 

144 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

171516 

jC-atX23005QlElG06al 

BLASTX 

g3776581 

527 

6.0e-54 

106 

95 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

171517 

jC-atX23006Q!ElD08al 

BLASTX 

gll70921 

264 

4.0e-23 

117 

42 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi__107 4 428_pir G64153 hypothetical 

protein HI0508 - Haemophilus influenzae {strain Rd KW20) 
>gi_1573489 (U32732) 

S-adenosylmethionine : 2-demethylmenaquinone 
methyltransferase (menG) [Haemophilus influenzae Rd] 

171518 

]C-atX23007QlElH07al 

BLASTN 

g2673901 

152 

5.0e-80 

350 
97 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171519 

jC-atX23008QlElC02al 

BLASTN 

g2252848 



23431 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



122 

2.0e-62 

142 

96 

Arabidopsis thaliana BAC TM018A10 
171520 

jC-atX23010QlE2C09al 

BLASTN 

g4159700 

134 

1.0e-69 

138 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1L20, complete sequence 



171521 

jC-atX23011QlElB03al 

BLASTN 

g4468976 

139 

2.0e-72 

209 

91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19F18 



171522 

jC-atX23012QlE!A05bl 

BLASTX 

gll5783 

618 

2.0e-64 

116 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27 543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

171523 

jC-atX23013QlElD09al 

BLASTN 

g2244991 

117 

3.0e-59 

225 

88 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171524 

jC-atX23013QlElH02al 

BLASTN 

gl777311 

117 



23432 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-59 

292 
85 

Arabidopsis thaliana mRNA for novel serine/threonine 
protein kinase, complete cds 

171525 

jC-atX23013QlElH09al 

BLASTN 

g4646229 

195 

1.0e-106 

251 
100 

Arabidopsis thaliana chromosome II BAC F27A10 genomic 
sequence, complete sequence 

171526 

jC-atX23014QlElA04al 

BLASTN 

g4662609 

247 

1.0e-137 

247 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171527 

jC-atX23015QlElG12al 

BLASTN 

g4454022 

84 

1.0e-39 

184 

84 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F9D16 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171528 

jC-atX23016QlElC06bl 

BLASTN 

g2160155 

112 

4.0e-56 

325 
97 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

171529 

jC-atX23017QlElC10al 

BLASTN 

g4263774 

93 

3.0e-45 
123 



23433 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171530 

jC-atX23017QlElD10b2 

BLASTN 

g4092471 

52 

2.0e-20 

103 
88 

Arabidopsis thaliana BAC F9M13 from chromosome IV near 21.5 
cM, complete sequence 

171531 

jC-atX23018QlElD12al 

BLASTN 

g3293582 

158 

1.0e-83 

311 
87 

Arabidopsis thaliana BAC T15F16 
171532 

jC-atX23020QlElF10al 

BLASTN 

g4757401 

375 

0.0e+00 

412 

49 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171533 

jC-atX23021Q2ElE05al 

BLASTN 

g2564047 

250 

1.0e-138 

258 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171534 

jC-atX23021Q2ElF04al 

BLASTN 

g4519193 

65 

1.0e-28 

105 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 



23434 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171535 

JC-atX23022Q2ElF04bl 

BLASTN 

g4725940 

74 

9.0e-34 

179 

57 

Arabidopsis thaliana 
{ESSA project) 



DNA chromosome 4, BAC clone T1P17 



171536 

jC-atX23025QlE!A05al 

BLASTN 

g3608126 

279 

1.0e-156 

353 
100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171537 

jC-atX23025QlElB01al 

BLASTN 

g4733953 

90 

2.0e-43 

130 
92 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

171538 

jC-atX23025QlElF12al 

BLASTN 

g4519193 

39 

4.0e-13 

103 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDC11, complete sequence 

171539 

jC-atX2302 6QlElE07al 
BLASTN 
g3269280 
52 

1.0e-20 

184 
82 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 



Seq. No. 



171540 



23435 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX23026QlElGllb2 

BLASTX 

g4455033 

200 

1.0e-15 

120 
38 

(AF116237) 



Seq. No. 
Seq. ID 

Method 



pseudouridine synthase 1 [Mus musculus] 



171541 

jC-atX2302 6QlElH05al 

BLASTN 

g3327922 

274 

1.0e-152 

447 

98 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171542 

jC-atX24001QlElB02bl 

BLASTN 

g4510360 

51 

5.0e-20 

151 

83 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

171543 

jC-atX24 003Q!ElB02bl 

BLASTN 

g3046847 

60 

2.0e-25 

100 
90 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone 
K11J9, complete sequence [Arabidopsis thaliana] 

171544 

jC-atX24003QlElE05al 

BLASTX 

g3334441 

196 

6.0e-15 

102 
37 

HYPOTHETICAL 4 7.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 

171545 

jC-atX24003QlElE12al 
BLASTN 



23436 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2213606 
63 

3.0e-27 

115 

89 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 

171546 

jC-atX24004QlElFllal 

BLASTN 

g2459406 

115 

5.0e-58 

270 

93 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171547 

jC-atX24005QlElC05al 

BLASTN 

g2462780 

317 

1.0e-178 

329 
99 

Arabidopsis thaliana carbamoyl phosphate synthetase small 
subunit mRNA (carA) , complete cds 

171548 

jC-atX24005QlElD08al 

BLASTX 

g4056502 

442 

6.0e-44 

91 

100 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
171549 

jC-atX24005QlE!D08bl 

BLASTX 

g4056502 

435 

4.0e-43 

91 
99 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
171550 

jC-atX24005QlElG12bl 

BLASTX 

g4103963 

198 

3.0e-15 
41 



23437 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(AF030035) 



calmodulin [Phaseolus vulgaris] 



171551 

jC-atX24005QlElH05al 

BLASTN 

g2795802 

35 

1.0e-10 

68 

97 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171552 

jC-atX24005QlElH06al 

BLASTN 

g3335331 

152 

3.0e-80 

225 

94 

Arabidopsis thaliana chromosome 1 BAC T8F5 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 


171553 


Seq. ID 


jC-atX24005QlElHllal 


Method 


BLASTN 


NCBI GI 


g298035 


BLAST score 


94 


E value 


7.0e-46 


Match length 


134 


% identity 


93 


NCBI Description 


A. thaliana Lhcb4 gene 


Seq. No. 


171554 


Seq. ID 


jC-atX24005QlElH12al 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


263 


E value 


1.0e-146 


Match length 


275 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


171555 


Seq. ID 


jC-atX24 006QlElA02al 


Method 


BLASTN 


NCBI GI 


g4063737 


BLAST score 


107 


E value 


3.0e-53 


Match length 


235 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 




sequence, complete se 



23438 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171556 

jC-atX24010QlE!A04bl 

BLASTX 

g232031 

149 

5.0e-10 

62 
47 

ELONGATION FACTOR 1 BETA' >gi_32285 ljpir S2 9224 

translation elongation factor eEF-1 beta 1 chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171557 

jC-atX24010QlElA10al 

BLASTN 

g3228516 

67 

1.0e-29 

95 
93 

Arabidopsis thaliana ETTIN gene, complete cds 



Seq. No r 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171558 

jC-atX240flQlElA07al 

BLASTN 

g2264313 

131 

1.0e-67 

235 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOP10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171559 

jC-atX24014QlElD01al 

BLASTX 

g2129742 

327 

2.0e-30 

78 

76 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171560 

jC-atX24014QlElD04al 

BLASTX 

g4105782 

278 

1.0e-24 

63 
78 



23439 



NCBI Description (AF049922) PGP169-12 [Petunia x hybrida] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171561 

jC-atX24015QlElF09al 

BLASTN 

g3985952 

32 

1.0e-08 

98 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

171562 

jC-atX24015QlElG10al 

BLASTN 

g2584827 

68 

3.0e-30 

144 

84 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171563 

]C-atX24015QlElH03al 

BLASTX 

g464720 

247 

6.0e-21 

50 

96 

40S RIBOSOMAL PROTEIN S28 >gi_409184 
protein S28 [Arabidopsis thaliana] 



(L09755) ribosomal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171564 

jC-atX24 015QlElH07al 

BLASTN 

g4581138 

434 

0.0e+00 

434 

100 

Arabidopsis thali ana chromosome II BAC F1011 genomic 
sequence, complete sequence 

171565 

jC-atX24016Q!ElB10al 

BLASTX 

g4468805 

486 

4.0e-49 

94 

100 

(AL035601) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



23440 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171566 

jC-atX24016QlElH09al 

BLASTN 

g3341671 

435 

0.0e+00 

435 

100 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171567 

jC-atX24018QlElA08al 

BLASTN 

g4262221 

81 

6.0e-38 

145 

89 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171568 

jC-atX24018Q!ElBllal 

BLASTN 

g4584531 

78 

3.0e-36 

142 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9E8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171569 

jC-atX24019QlElC01al 

BLASTN 

g4325365 

117 

3.0e-59 

258 

86 

Arabidopsis thaliana BAC T3H13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171570 

jC-atX24019QlElF06al 

BLASTN 

g2924729 

84 

7.0e-40 

88 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 



171571 

jC-atX24 020QlElH10al 
BLASTN 



23441 



4) 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2154716 
160 

7.0e-85 

272 

89 

A.thaliana mRNA for Kap alpha protein 
171572 

jC-atX24023QlElE09al 

BLASTN 

g2827513 

149 

4.0e-78 

408 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

171573 

jC-atX24023QlElF01al 

BLASTN 

g2570223 

110 

3.0e-55 

182 
90 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

171574 

jC-atX24023QlElH06bl 

BLASTN 

g4589435 

50 

2.0e-19 

154 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOE17, complete sequence 

171575 

jC-atX24 024QlElF03al 

BLASTN 

g4589438 

83 

5.0e-39 

192 

93 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone 
MQJ2, complete sequence 

171576 

jC-atX24 024QlElFllal 

BLASTN 

g3046852 

192 

1.0e-104 



23442 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ16, complete sequence [Arabidopsis thaliana] 

171577 

jC-atX24025QlElA03al 

BLASTX 

g4006934 

356 

8.0e-34 

68 

100 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
171578 

jC-atX24 025QlElG08al 

BLASTN 

g2795802 

159 

3.0e-84 

303 

100 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171579 

jC-atX2402 6QlElC01al 

BLASTN 

g4741941 

112 

2.0e-56 

208 
88 

Arabidopsis thaliana Lhca5 protein (Lhca5) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171580 

jC-atX24026QlElF07al 

BLASTN 

g4220510 

214 

1.0e-117 

226 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F22K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171581 

jC-atX2402 6QlElG02al 

BLASTN 

g3449327 

360 

0.0e+00 

368 

94 

Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 



23443 



MCA23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171582 

jC-atX24Q26QlElG07al 

BLASTN 

g3510345 

18 

3.5e+00 

268 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ8, complete sequence [Arabidopsis thaliana] 



PI clone 



171583 

jC-atX2402 6QlElH03al 

BLASTN 

g3687221 

159 

3.0e-84 

255 

91 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171584 

jC-atX24 027QlElF03al 

BLASTX 

g4335719 

169, 

6.0e-12 

45 

58 

(AC006248) putative RING-H2 finger protein RHGla 
[Arabidopsis thaliana] 



171585 

jC-atX24027QlElG01al 

BLASTN 

g4455339 

446 

0.0e+00 

446 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T12J5 



171586 

jC-atX24028QlElC12al 

BLASTN 

g2828184 

133 

8.0e-69 

181 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSN9, complete sequence [Arabidopsis thaliana] 



PI clone 



23444 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171587 

jC-atX24029QlE!H03al 

BLAST N 

g4753195 

335 

0. 0e+00 

359 

98 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171588 

jC-atX24030QlElF08al 

BLASTN 

g2264367 

56 

6.0e-23 

155 
92 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171589 

jC-atX24032QlElB04al 

BLASTN 

g4218109 

90 

4.0e-43 

250 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F16A16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171590 

jC-atX24033QlElAllal 

BLASTN 

g3366536 

424 

0. Oe+00 

424 

100 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171591 

jC-atX24034Q!ElE09al 

BLASTN 

g2264314 

137 

3.0e-71 

230 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



171592 

]C-atX24036QlElH01bl 



23445 



# 



Method 
NCBI GI 
BLAST score 
■ E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3228389 

46 

6.0e-17 

170 
82 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

171593 

jC-atX24037QlElF10bl 

BLASTX 

g4432832 

576 

1.0e-59 

148 
80 

(AC006283) similar to protein Htf9C [Arabidopsis thaliana] 
171594 

jC-atX24038QlElA02al 

BLASTN 

g2337888 

234 

1.0e-129 

274 

96 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

171595 

jC-atX24038QlElA08bl 

BLASTN 

g2618683 

56 

8.0e-23 

182 
86 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171596 

jC-atX24038QlElD03al 

BLASTN 

g2494106 

366 

0. 0e+00 

397 

97 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

171597 

jC-atX24038QlElG07al 

BLASTN 

g3702735 

371 



23446 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

383 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

171598 

jC-atX24040QlElB12al 

BLASTN 

g4406752 

354 

0.0e+00 

408 

100 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



171599 

jC-atX24040Q!ElD06a2 

BLASTN 

g4063735 

121 

1.0e-61 

236 
90 

Arabidopsis thaliana 
cM, complete sequence 



BAC F18G18 from chromosome V near 60.5 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171600 

jC-atX24041QlElA09al 

BLASTX 

g4006898 

267 

1.0e-23 

68 
78 

(Z99708) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



171601 

jC-atX24041QlElG07al 

BLASTN 

g4519183 

348 

0.0e+00 

364 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 

171602 

jC-atX24043QlElC12bl 

BLASTN 

g4589436 

40 

4.0e-13 

140 



23447 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPA22, complete sequence 

171603 

jC-atX24043QlE!Gllal 

BLASTN 

g2351068 

155 

8.0e-82 

351 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRH10, complete sequence [Arabidopsis thaliana] 

171604 

jC-atX2404 4QlElB02al 

BLASTN 

g2264302 

345 

0.0e+00 

357 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC12, complete sequence [Arabidopsis thaliana] 



171605 

jC~atX2404 4QlElC04al 

BLASTX 

g2129517 

455 

2.0e-45 

85 
100 

24-sterol C-methyltransf erase 
thaliana 



(EC 2.1.1.41) - Arabidopsi 



171606 

jC-atX24045QlElB03al 

BLASTX 

g2827714 

553 

7.0e-57 

104 

100 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

171607 

jC-atX24045QlElC06al 

BLASTN 

g4314354 

412 

0. 0e+00 

412 

57 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 



23448 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171608 

jC-atX24045QlElD01al 

BLASTN 

g4589439 

272 

1.0e-151 

308 
97 

Arabidopsis thaliana genomic DNA, 
MQM1, complete sequence 



chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171609 

jC-atX2404 6QlElH03bl 

BLASTX 

g3193292 

140 

4.0e-09 

56 

54 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

171610 

jC-atX24046QlElH07bl 

BLASTX 

g2335099 

203 

4 .0e-16 

72 
54 

(AC002339) unknown protein [Arabidopsis thaliana] 
171611 

jC-atX24047QlElC07bl 

BLASTX 

g2129604 

294 

4.0e-27 

60 
97 

GTP-binding protein 1 - Arabidopsis thaliana 

>gi_2129607_pir S71584 GTP-binding protein ATBG1 - 

Arabidopsis thaliana >gi_1184981 (U46924) ATGB1 
[Arabidopsis thaliana] 

171612 

jC-atX24048QlE2A06al 

BLASTX 

g4455367 

772 

1.0e-82 

153 

63 

(AL035524) putative protein [Arabidopsis thaliana] 



23449 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171613 

jC-atX24048QlE2C12bl 

BLASTN 

g2264314 ' 

134 

2.0e-69 

264 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171614 

jC-atX24048QlE2G07al 

BLASTN 

g2244991 

273 

1.0e-152 

309 

97 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



171615 

jC-atX2404 8Q!E2G10al 

BLASTN 

g3445196 

76 

5.0e-35 

168 
86 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171616 

jC-atX2404 9QlElA01al 

BLASTN 

g3600062 

169 

2.0e-90 

169 

100 

Arabidopsis thaliana BAC T25C13 
171617 

jC-atX2404 9QlElD04al 

BLASTX 

g99749 ' 

482 

l.Oe-48 

121 

81 

probable serine/threonine-specif ic protein kinase ATPK64 
(EC 2.7.1.-) - Arabidopsis thaliana 
>gi_21784 3_dbj_BAA01731_ (D10937) protein kinase 
[Arabidopsis thaliana] 



23450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171618 

jC-atX2404 9QlE2C09b2 

BLASTX 

g2373405 

169 

2.0e-12 

46 
44 

(D85194) no known genes showing a high homology to 4B-1 
clone sequence were found in the EMBL database. Orf was 64 0 
amino acid long and contained a proline and alanine repeat 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171619 

jC-atX24 050QlElB05al 

BLASTN 

g3046850 

101 

1.0e-49 

260 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24G6, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171620 

jC-atX24050QlElD07bl 

BLASTN 

g2854069 

69 

7.0e-31 

121 
89 

Arabidopsis thaliana putative histone deacetylase (HD2) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171621 

jC-atX24050QlElF10a2 

BLASTN 

g4249393 

98 

5.0e-48 

200 

85 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171622 

jC-atX24 052QlE2Bllal 

BLASTN 

g2264320 

130 

2.0e-67 

130 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI10, complete sequence [Arabidopsis thaliana] 



PI clone: 



23451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



171623 

jC-atX24053QlElB04al 

BLASTN 

g4510360 

105 

4.0e-52 

219 
85 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

171624 

jC-atX24053QlElE03al 

BLASTN 

g4220643 

263 

1.0e-146 

371 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

171625 

jC-atX24054QlElC09al 

BLASTN 

gl236618 

76 

9.0e-35 

208 

84 

Arabidopsis thaliana glutamate decarboxylase (GAD2) mRNA 
complete cds 

171626 

jC-atX24054QlElD02bl 

BLASTN 

g4757411 

83 

3.0e-39 

111 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MXC7, complete sequence 

171627 

jC-atX24055QlElF05al 

BLASTN 

g3250673 

83 

3.0e-39 

107 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

171628 

jC-atX24055QlElF05bl 



23452 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3250673 

109 

8.0e-55 

130 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

171629 

jC-atX24056QlElC01a2 

BLASTN 

gl399182 

62 

2.0e-26 

114 

89 

Arabidosis thaliana lycopene beta cyclase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171630 

jC-atX24056QlElE06bl 

BLASTN 

g2914688 

81 

5.0e-38 

125 
91 

Arabidopsis thaliana chromosome II BAC F2 4L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171631 

jC-atX24056QlE2Dllal 

BLASTN 

g4199934 

86 

4.0e-41 

126 
92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

171632 

jC-atX24 056QlE2E07al 

BLASTN 

g2351062 

366 

0.0e+00 

390 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



171633 

jC-atX24056QlE2G06al 

BLASTN 

g4185128 



23453 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 

4.0e-73 

168 
96 

Arabidopsis thaliana chromosome II PI MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171634 

jC-atX24058QlElDllal 

BLASTN 

g3451055 

284 

1.0e-159 

365 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

171635 

jC-atX24058QlElE02al 

BLASTN 

g2264306 

52 

3.0e-20 

224 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 



171636 

jC-atX24058QlElE07al 

BLASTN 

g4589443 

405 

0.0e+00 

452 

99 

Arabidopsis thaliana genomic DNA, 
MVP 7 , complete sequence 



chromosome 5, PI clone 



171637 

jC-atX24058QlElH06al 

BLASTN 

g3150395 

433 

0.0e+00 
4 62 
98 

Arabidopsis thaliana chromosome II BAC T9D9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171638 

jC-atX24059QlElD01al 

BLASTN 

g3643588 

261 

1.0e-145 



23454 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 
97 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171639 

jC-atX24059QlElD07al 

BLASTN 

g4662609 

191 

1.0e-103 

332 
98 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

171640 

jC-atX24059QlE!D07bl 

BLASTN 

g4662609 

285 

1.0e-159 

402 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

171641 

jC-atX24059QlElG04bl 

BLASTX 

gl255951 

149 

4.0e-10 

41 

66 

(X96932) PS60 [Nicotiana tabacum] 
171642 

jC-atX24060QlE!C08al 

BLASTX 

gll9143 

169 

6.0e-12 

33 
100 

ELONGATION FACTOR 1- ALP HA (EF-1-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi__295788_emb_CAA34 4 53_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 



171643 



23455 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atX24060QlElC09al 

BLASTN 

g3133272 

228 

1.0e-125 

308 
93 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

171644 

jC-atX24060QlElC10al 

BLASTX 

gl653665 

151 

1.0e-09 

112 
30 

(D90915) peptide chain release factor [Synechocystis sp.] 
171645 

jC-atX24060QlElD07al 

BLASTN 

g2815519 

394 

0.0e+00 

461 

100 

Arabidopsis thaliana BAC T5J8 from chromosome IV f top arm, 
complete sequence [Arabidopsis thaliana] 

171646 

jC-atX24061QlE!B04al 

BLASTN 

g3941423 

201 

1.0e-109 

277 
93 

Arabidopsis thaliana putative transcription factor (MYB17) 
mRNA, partial cds 

171647 

jC-atX24062QlElA04bl 

BLASTN 

g3366536 

284 

1.0e-158 

488 
100 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

171648 

jC-atX24062QlE!F09al 

BLASTN 

g2618683 



23456 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 

5.0e-72 

154 

98 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171649 

jC-atX24063QlElA04al 

BLASTX 

g3128188 

271 

8.0e-24 

76 
62 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171650 

jC-atX24063QlElG08bl 

BLASTN 

g3406034 

308 

1.0e-173 

308 
100 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171651 

jC-atX24064QlElD05al 

BLASTX 

g3617741 

249 

2.0e-21 

51 

100 

(AC005687) 
thaliana] 



L3 cytoplasmic ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171652 

jC-atX240 64QlElD05bl 

BLASTX 

g3617741 

249 

2.0e-21 

51 
100 

(AC005687) 
thaliana] 



L3 cytoplasmic ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171653 

jC-atX24064QlElG08al 

BLASTX 

g2618686 

235 

1.0e-19 
97 



23457 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
171654 

jC-atX24065QlElC04al 

BLAST N 

g4558586 

309 

1.0e-173 

325 
99 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171655 

jC-atX24066QlElA03al 

BLASTX 

g544424 

204 

6.0e-16 

39 

97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7 ) - Arabidopsis thaliana 
>gi_16301_emb__CAA78711__ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

171656 

jC-atX24066QlElA03bl 

BLASTX 

g544424 

204 

6.0e-16 

39 
97 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7 ) - Arabidopsis thaliana 
>gi__16301_emb_CAA78711__ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi__166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

171657 

jC-atX24066QlElB01bl 

BLASTX 

g2244784 

351 

1.0e-33 

155 

53 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



171658 



23458 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX24066QlE!Bllal 

BLASTN 

g3445196 

291 

1.0e-163 

307 
99 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171659 

jC-atX24 066QlElD09bl 

BLASTX 

g2317905 

426 

6.0e-42 

137 

67 

(U89959) bZIP-like protein [Arabidopsis thaliana] 



Seq. No. 


1 /iooU 


Seq. ID 


j Ks— arAZ4t u o oyiiijirj-L iai 


Method 


BLASTN 


NCBI GI 


g4^z(Jb4l) 


BLAST score 


191 


E value 


1.0e-103 


Match length 


329 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clo 




MPE11, complete sequence [Arabidopsis thaliana] 


Seq. No. 


171661 


Seq. ID 


jC-atX24067QlElC09al 


Method 


BLASTX 


NCBI GI 


g3702333 


BLAST score 


232 


E value 


2.0e-19 


Match length 


49 


% identity 


88 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


171662 


Seq. ID 


jC-atX24 069QlElA01al 


Method 


BLASTN 


NCBI GI 


g3282170 


BLAST score 


98 


E value 


4 .0e-48 


Match length 


130 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F8K4 sequence. 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


171663 


Seq. ID 


jC-atX24069QlElD05al 


Method 


BLASTN 


NCBI GI 


g2656029 


BLAST score 


242 



23459 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-134 

322 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 

171664 

jC-atX24071QlElB04al 

BLASTN 

g4757662 

364 

0.0e+00 

382 

99 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

171665 

jC-atX24 071QlElB04bl 

BLASTX 

g4522009 

326 

4.0e-30 

78 
81 

(AC007069) unknown protein [Arabidopsis thaliana] 
171666 

jC-atX24071QlElB12al 

BLASTN 

g3241939 

346 

0. 0e+00 

380 

97 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171667 

jC-atX24071QlElF01al 

BLASTN 

g3510345 

254 

1.0e-141 

403 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171668 

jC-atX24072QlElE08al 

BLASTN 

g3790590 

245 

1.0e-135 

348 
95 



23460 



NCBI Description Arabidopsis thaliana RING-H2 finger protein RHXla mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171669 

jC-atX24 07 4QlElD08al 

BLASTX 

g2497486 

413 

2.0e-40 

82 
99 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171670 

jC-atX24075QlElG12bl 

BLASTX 

g4314359 

428 

4.0e-42 

98 

88 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
171671 

jC-atX2407 6QlElD04bl 

BLASTN 

g4539353 

60 

1.0e-25 

116 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F25I24 
(ESSA project) 

171672 

jC-atX2407 6QlE!G07bl 

BLASTN 

g2407799 

34 

4.0e-10 

62 
89 

Arabidopsis thaliana mRNA for histone H2A.F/Z 
171673 

jC-atX2407 8QlElB01bl 

BLASTX 

g4586062 

191 

4.0e-15 

55 
78 

(AC007020) unknown protein [Arabidopsis thaliana] 



Seq. No. 



171674 



23461 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX24078QlElH03al 

BLASTX 

g3047086 

244 

9.0e-21 

68 

63 

(AF058914) similar to 



reverse transcriptase (Pfam: 



transcript_f act .hmm, score: 72.31) [Arabidopsis thaliana] 
171675 

jC-atX24 081QlElH09al 

BLASTX 

g3367522 

426 

5.0e-42 

81 
100 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171676 

jC-atX24083QlElDllal 

BLASTN 

g509418 

205 

l.Oe-111 

290 
92 

A. thaliana (Landsberg erecta) ABI1 gene 
171677 

jC-atX24088QlElB01bl 

BLASTX 

g4240122 

165 

5.0e-12 

40 
80 

(AB007802) cytochrome b5 [Arabidopsis thaliana] 
171678 

jC-atX24095QlElD10bl 

BLASTX 

g3643611 

337 

5.0e-62 

150 

75 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
171679 

jC-atX2 4099QlElB12bl 

BLASTN 

g4544435 

47 

1.0e-17 



23462 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 
87 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

171680 

jC-atX24099QlElD06bl 

BLASTN 

g3643588 

53 

3.0e-21 

182 
92 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



171681 

jC-atX24101QlElC02bl 

BLASTX 

g2935342 

692 

4.0e-73 

163 

87 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 



DWF4; CYP90B1 



171682 

jC-atX24102QlElE03al 

BLASTN 

g2656029 

64 

5.0e-28 

124 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQB2 

171683 

jC-atX24102QlElF02al 

BLASTN 

gl483214 

116 

1.0e-58 

231 
87 

A. thaliana mRNA for chloroplast FtsH protease 
171684 

jC-atX24102QlElF12al 

BLASTN 

g3445415 

442 

0. 0e+00 

446 

100 

Arabidopsis thaliana mRNA for DEAD box-like RNA helicase 



23463 



partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171685 

jC-atX24102QlE!H03al 

BLASTN 

g4580365 

386 

0.0e+00 

390 

100 

Arabidopsis thaliana chromosome I BAC F3F20 genomic 
sequence, complete sequence 

171686 

jC-atX24102Q!ElH09al 

BLASTN 

g4757678 

35 

2.0e-10 

163 
80 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171687 

jC-atX24103QlElD08bl 

BLASTX 

g3511223 

787 

3.0e-84 

159 
96 

(AF069528) plant adhesion molecule 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171688 

jC-atX24103QlElE06al 

BLASTN 

g2656027 

45 

1.0e-16 

85 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJH22 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171689 

jC-atX24103Q!ElE07a2 

BLASTX 

gll5470 

50 

2.0e-25 

63 
98 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 

DEHYDRATASE) >gi_32 0554_pir S28412 carbonate dehydratase 

(EC 4.2.1.1) precursor - Arabidopsis thaliana 

>gi 14 343 emb CAA4 6508_ (X65541) carbonic anhydrase 



23464 



9 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171690 

jC-atX24103Q!E2B09al 

BLASTN 

g2924733 

312 

1.0e-175 

332 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171691 

jC-atX24103QlE2H09bl 

BLASTN 

g3643588 

478 

0.0e+00 

486 
100 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171692 

jC-atX24103QlE2H12bl 

BLASTX 

g2119846 

733 

6.0e-78 

139 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi__16364_emb_CAA4 57 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

171693 

jC-atX24104QlE2G08al 

BLASTN 

g3241926 

261 

1.0e-145 

452 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171694 

jC-atX24105Q!ElE07al 

BLASTN 

g4406752 

347 

0.0e+00 



23465 



1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



351 

100 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171695 

jC-atX24106QlElA01al 

BLASTN 

g3193282 

318 

1.0e-179 

395 
100 

Arabidopsis thaliana BAC T14P8 
171696 

jC-atX24106QlE!A01bl 

BLASTN 

g3193282 

280 

1.0e-156 

478 
100 

Arabidopsis thaliana BAC T14P8 
171697 

jC-atX24106QlElF07al 

BLASTN 

g4415905 

220 

1.0e-120 

268 
96 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171698 

jC-atX24106QlElF08al 

BLASTN 

gl916911 

398 

0.0e+00 

402 

100 

Arabidopsis thaliana transcription factor inhibitor I kappa 
B homolog (niml) gene, complete cds 

171699 

jC-atX24107QlElE08al 

BLASTN 

g4049332 

365 

0.0e+00 

373 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 
(ESSAII project) 



23466 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171700 

jC-atX24107QlElH05al 

BLASTN 

g4249393 

206 

1.0e-112 

338 
90 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171701 

jC-atX24109QlElD07al 

BLASTN 

g642161 

48 

3.0e-18 

107 
94 

A. thaliana gene for chloroplast ribosomal protein S13 
171702 

jC-atX24109QlElD07bl 

BLASTN 

g642161 

48 

3.0e-18 

107 
94 

A. thaliana gene for chloroplast ribosomal protein S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171703 

jC-atX24109QlElF05a2 

BLASTN 

g3985934 

176 

2.0e-94 

265 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJE7 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171704 

]C-atX24109QlElGllal 

BLASTN 

g4733952 

308 

1.0e-173 

348 
97 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



171705 

jC-atX24110QlElB07bl 
BLASTN 



23467 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3046847 
278 

1.0e-155 

462 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K11J9, complete sequence [Arabidopsis thaliana] 

171706 

jC-atX24110QlElD06al 

BLASTN 

g473258 

61 

5.0e-26 

152 

84 

Arabidopsis thaliana Ser/Thr protein phosphatase mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171707 

jC-atX24110QlElD07al 

BLASTN 

g2264303 

237 

1.0e-131 

318 

78 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBB18 , complete sequence [Arabidopsis thaliana] 

171708 

jC-atX24113QlElA03al 

BLASTN 

g2618605 

453 

0. 0e+00 

453 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUK11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



171709 

jC-atX24113QlElE07bl 

BLASTN 

g4406752 

410 

0.0e+00 

465 

99 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171710 

jC-atX24115QlE!C05al 

BLASTN 

g3449334 

77 



23468 



# 



E value 
Match length 
% identity 
NCBI Description 



3.0e-35 

312 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171711 

jC-atX24115QlElH01bl 

BLASTN 

g4490734 

365 

0.0e+00 

418 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



171712 

jC-atX24116QlElB12al 

BLASTX 

g4325375 

236 

8.0e-20 

52 

92 

(AF128396) similar to arginases (Pfam: PF00491, 
Score=353.2, E=1.4e-119, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171713 

jC-atX24120QlElH03al 

BLASTN 

g3133272 

41 

5.0e-14 

129 

81 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171714 

jC-atX24121QlElC10al 

BLASTX 

g4115364 

243 

7.0e-21 

53 

85 

(AC005957) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



171715 

jC-atX24126QlElA02al 

BLASTN 

g4115352 

37 

6.0e-12 

78 



23469 



II 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171716 

jC-atX24128QlElB02bl 

BLASTN 

g2264317 

85 

2.0e-40 

165 

44 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUG13, complete sequence [Arabidopsis thaliana] 

171717 

jC-atX24134QlElD04bl 

BLASTN 

g3461810 

92 

3.0e-44 

308 

92 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171718 

jC-atX24135QlElG03bl 

BLASTX 

g3687243 

260 

1.0e-22 

63 
81 

(AC005169) 
thaliana] 



putative ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171719 

jC-atX24137QlElF06al 

BLASTN 

g3805839 

329 

0. 0e+00 

341 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4B14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171720 

jC-atX25001QlE2A05al 

BLASTN 

g2584827 

245 

l,0e-135 

300 

95 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 



23470 



complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171721 

jC-atX25001QlE2A06bl 

BLASTX 

gl076427 

206 

7.0e-24 

66 

73 

ubiquitin — protein ligase (EC 6*3.2.19) 
thaliana 



Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171722 

jC-atX25001QlE2B09bl 

BLASTN 

g3046851 

255 

1.0e-141 

255 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171723 

jC-atX25002Q!ElB06al 

BLASTN 

g3021263 

103 

5.0e-51 

176 
92 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

171724 

jC-atX25002QlElCllbl 

BLASTN 

g4691223 

283 

1.0e-158 

456 
98 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F21P8 



BAC clone F4F15 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171725 

jC-atX25003QlElC02bl 

BLASTN 

g3212846 

247 

1.0e-137 

247 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23471 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



171726 

jC-atX25003QlElC10al 

BLASTX 

g3377507 

197 

7.0e-23 

79 

71 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 

171727 

jC-atX25003QlElF12bl 

BLASTN 

g3643191 

212 

1.0e-116 

233 
100 

Arabidopsis thaliana unknown mRNA 
171728 

jC-atX25004QlElC01al 

BLASTX 

gl518540 

391 

7.0e-38 

83 

87 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
171729 

jC-atX25004Q!ElG03bl 

BLASTX 

g4204265 

220 

8.0e-18 

85 
52 

(AC005223) 45643 [Arabidopsis thaliana] 
171730 

jC-atX25004QlElG08bl 

BLASTX 

gl209703 

366 

6.0e-35 

69 
97 

(U40489) maize gll homolog [Arabidopsis thaliana] 
171731 

jC-atX25006QlElD07bl 



23472 



Method 


BLASTX 


NCBI GI 


g535780 


BLAST score 


429 


E value 


9.0e-43 


Match length 


82 


% identity 


100 


NCBI Description 


(D26609) transmembrane protein [Arabidopsis thai 


Seq* No. 


171732 


Seq. ID 


jC-atX25006QlE2D01bl 


Method 


BLASTN 


NCBI GI 


gl931636 


BLAST score 


239 


E value 


1.0e-132 


Match length 


239 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC T19D16 genomic sequence 


Seq. No. 


171733 


Seq. ID 


jC-atX25006QlE2G0 6bl 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


4 9 


E value 


7.0e-19 


Match length 


83 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


171734 


Seq. ID 


jC-atX25006QlE2H01bl 


Method 


BLASTN 


NCBI GI 


g2264320 


BLAST score 


136 


E value 


7.0e-71 


Match length 


140 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MXI10, complete sequence [Arabidopsis thaliana] 


Seq. No. 


171735 


Seq. ID 


jC-atX25007QlElC09al 


Method 


BLASTN 


NCBI GI 


g2098816 


BLAST score 


160 


E value 


6.0e-85 


Match length 


228 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC F19G10, complete sequen 


Seq. No. 


171736 


Seq. ID 


jC-atX25007QlElF0 6bl 


Method 


BLASTN 


NCBI GI 


g4191771 


BLAST score 


118 


E value 


8.0e-60 


Match length 


212 



PI clone 



PI clone 



23473 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



171737 

jC-atX25007QlElH10bl 

BLASTN 

g2618602 

216 

1.0e-118 

216 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



PI clone 



171738 

jC-atX25008QlElA01bl 

BLASTN 

g4589410 

135 

5.0e-70 

212 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F2015, complete sequence 

171739 

jC-atX25008QlElE04bl 

BLASTX 

gl418319 

335 

5.0e-35 

83 
88 

(X95965) CERl-like [Arabidopsis thaliana] 



171740 

jC-atX25008QlElF06al 

BLASTX 

g3334756 

184 

4 . Oe-14 

62 

60 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

171741 

jC-atX25008QlElH02bl 

BLASTX 

g2245118 

186 

2. Oe-14 
34 

100 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



23474 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171742 

jC-atX25008QlElH04bl 

BLASTN 

g4220631 

132 

3.0e-68 

249 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5J14 7 complete sequence [Arabidopsis thaliana] 

171743 

jC-atX25009QlElA01bl 

BLASTX 

g3287862 

428 

1.0e-42 

79 
100 

PUTATIVE TRYPSIN INHIBITOR T01O24.27 PRECURSOR >gi_2289007 
(AC002335) trypsin inhibitor 2 precursor isolog 
[Arabidopsis thaliana] 

171744 

jC-atX25009QlElA07al 

BLASTN 

g3269280 

140 

6.0e-73 

264 

88 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

171745 

jC-atX2500 9QlE!C02bl 

BLASTX 

g585421 

431 

5.0e-43 

77 

100 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

•Match length 

% identity 

NCBI Description 



171746 

jC-atX25009QlElC04bl 

BLASTX 

g2281095 

238 

2.0e-20 

67 

73 

(AC002333) 



cysteine synthase, cpACSl [Arabidopsis thaliana] 



Seq. No. 



171747 



23475 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX25009QlElC09bl 

BLASTN 

g4757392 

246 

1.0e-136 

246 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171748 

jC-atX25009QlElCllbl 
BLASTX 
g4741950 
378 

8.0e-37 
72 
100 

(AF134125) Lhcb2 protein [Arabidopsis thaliana] 
171749 

jC-atX25009QlElE01bl 
BLASTN 
g4589434 
106 

5.0e-53 
122 
67 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ7, complete sequence 

171750 

jC-atX2500 9QlElFllal 

BLASTX 

g2244933 

305 

6.0e-28 

73 
81 

(Z97339) similar to hypothetical protein YPL211w 
[Arabidopsis thaliana] 



PI clone: 



yeast 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171751 

]C-atX25009QlElG10bl 

BLASTX 

g729406 

190 

2.0e-14 

59 
59 

ELONGATION FACTOR P (EF-P) >gi_421056_pir S34443 

translation elongation factor EF-P - Escherichia coli 
>gi_433670_emb_CAA43851_ (X61676) elongation factor P 
[Escherichia coli] >gi_536991 (U14003) elongation factor P 
[Escherichia coli] >gi_1790590 (AE000487) elongation factor 
P (EF-P) [Escherichia coli] 



23476 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171752 

jC-atX25009QlE!H03bl 

BLASTX 

g464720 

247 

2.0e-21 

50 
96 

40S RIBOSOMAL PROTEIN S28 >gi__409184 
protein S28 [Arabidopsis thaliana] 



(L09755) ribosomal 



171753 

jC-atX25010QlE!A06bl 

BLASTX 

g461550 

323 

2.0e-30 

68 

93 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

171754 

jC-atX25010QlElD08al 

BLASTN 

gl66673 

76 

7.0e-35 

108 

94 

Arabidopsis thaliana carboxypeptidase Y-like protein gene, 
complete cds 

171755 

jC-atX25010QlElE08al 

BLASTN 

g4581103 

125 

3.0e-64 

161 

94 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

171756 

jC-atX25011QlElA04al 

BLASTX 

g4220480 

169 

5.0e-12 

109 
33 

(AC006069) unknown protein [Arabidopsis thaliana] 



23477 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171757 

jC-atX25011QlElD07al 

BLASTN 

g4587986 

331 

0. Oe+00 

379 

100 

Arabidopsis thaliana ABA-regulated gene cluster, complete 
sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171758 

jC-atX25012Q!ElH08al 

BLASTX 

g3914780 

158 

1.0e-10 

63 
52 

60S ACIDIC RIBOSOMAL PROTEIN P0 
171759 

jC-atX25013QlElA03al 

BLASTN 

g3482964 

414 

0. 0e+00 
418 

100 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

171760 

jC-atX25013QlElB04al 

BLASTN 

g2182287 

149 

3.0e-78 

297 

90 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171761 

jC-atX25013QlElD05al 

BLASTN 

g2351071 

159 

3. 0e-84 

260 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MVA3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



171762 

jC-atX25013QlElD06bl 
BLASTX 



23478 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024898 
391 

7.0e-39 

132 

62 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657) >gi_1504028_dbj _RAA13213_ 

(D86977) similar to putative ATP-dependent elicase 
K03H1.2 of C.elegans (S41025) [Homo sapiens 3123906 

(AF038391) pre-mRNA splicing ; ^tor [Homo _ s] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171763 

jC-atX25014QlElG01al 

BLAST N 

g3241923 

98 

6.0e-48 

202 
92 

Arabidopsis thaliana genomic DNA, chromosome 
MMN10, complete sequence [Arabidopsis thalic 



?1 clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171764 

jC-atX25014Q!ElG09al 

BLASTX 

g729406 

193 

7.0e-15 

59 
61 

ELONGATION FACTOR P (EF-P) >gi_421 :_y±i S34443 

translation elonga^ factor EF-P - Escherichia coli 
>gi_43367 0_emb _ °- .436:,. (X61676) elongation factor P 
[Escherichia co.i] >gi_536991 (U14003) elongation factor P 
[Escherichia coli] >gi_1790590 (AE000487) elongation factor 
P (EF-P) [Escherichia coli] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171765 

jC-atX25014QlE!H12al 

BLASTN 

g2623294 

126 

1.0e-64 

206 
90 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171766 

jC-atX25018QlElA07al 

BLASTN 

g4589434 

115 

2.0e-58 

119 
54 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



23479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MNJ7, complete sequence 
171767 

jC-atX25018QlElA07bl 

BLASTX 

g3309082 

273 

4.0e-24 

62 

84 

(AF076251) 
thaliana] 



calcineurin B-like protein 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171768 

jC-atX25018QlElD08al 

BLASTN 

g2213606 

225 

1.0e-123 

329 

92 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



171769 

jC-atX25019QlE!B10al 

BLASTN 

g2351062 

165 

5.0e-88 

217 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



171770 

jC-atX25020QlElC08al 

BLASTN 

g2351062 

198 

1.0e-107 

262 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171771 

jC-atX25020QlElC08bl 

BLASTN 

g2351062 

128 

6.0e-66 

196 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



23480 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171772 

jC-atX25020QlElF04al 

BLASTX 

g4726118 

271 

4.0e-24 

46 
100 

(AC006436) putative somatic embryogenesis receptor-like 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171773 

jC-atX25021QlElF02a2 

BLASTN 

g3668073 

55 

2.0e-22 

119 

87 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171774 

jC-atX25021QlElF09bl 

BLASTN 

g4713943 

64 

2.0e-28 

64 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171775 

jC-atX25021Q!ElG01al 

BLASTN 

g4220627 

284 

1.0e-159 

324 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K20J1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171776 

jC-atX25021QlElG06al 

BLASTX 

g81850 

279 

8.0e-25 

57 
98 

histone H3 (clone pH3c-l) - alfalfa (fragment) 
>gi_82927 9_einb_CAA31967_ (X13676) histone H3 (AA 1-120) 
[Medicago sativa] 



Seq. No. 



171777 



23481 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(Lox2) mRNA, complete cds 



jC-atX25022QlElE08al 

BLASTN 

g4558656 

115 

4 .Oe-58 

237 
91 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 



171778 

jC-atX25023QlElA07al 

BLASTN 

g431257 

37 

1.0e-ll 

182 
79 

Arabidopsis thaliana lipoxygenase 
171779 

jC-atX25023QlElA09al 

BLASTN 

g4337024 

59 

6.0e-25 

75 

95 

Arabidopsis thaliana AIM1 protein 
171780 

jC-atX25023Q!ElA12b2 

BLASTN 

g3319339 

119 

2.0e-60 

207 
91 

Arabidopsis thaliana BAC F9D12 



(AIM1) gene, complete cds 



171781 

jC-atX25026QlElA04al 

BLASTN 

g2477521 

59 

1.0e-24 

184 

90 

Arabidopsis thaliana chromosome I BAC F22K2 0 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171782 

jC-atX2502 6QlElAllbl 

BLASTN 

g3779020 

243 

1.0e-134 



23482 



Match length 

% identity 

NCBI Description 



263 - 
98 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171783 

jC-atX25026QlElC10al 

BLASTN 

gl6371 

32 

9.0e-09 

44 
93 

A. thaliana gene (LHCP AB 
protein 



180) for chlorophyll a/b binding 



Seq. No. 
Seq. ID 
Method 



171784 

jC-atX25026QlElC10bl 

BLASTX 

gll5767 

331 

5.0e-31 

108 
72 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603__pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

171785 

jC-atX25027QlE!H09bl 

BLASTN 

g3128137 

61 

7.0e-26 

235 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 



171786 

jC-atX2502 9Q!ElE01al 

BLASTN 

g2351065 

251 

1.0e-139 

304 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 

171787 

jC-atX25029QlElG01al 
BLASTN 



TAC clone 



PI clone: 



23483 



ifr 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4519188 
107 

2.0e-53 

155 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

171788 

jC-atX25030QlElD04al 

BLASTN 

g3492855 

281 

1.0e-157 

313 

92 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171789 

jC-atX25030QlElH01al 

BLASTN 

g2642427 

95 

4.0e-46 

224 
84 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171790 

jC-atX25033QlElH04al 

BLASTN 

g2494110 

298 

1.0e-167 

451 

100 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

171791 

jC-atX25034QlElH03al 

BLASTN 

g3047074 

247 

1.0e-136 

392 
90 

Arabidopsis thaliana BAC F21E10 
171792 

jC-atX25034QlElH03bl 

BLASTN 

g3047074 

221 

1.0e-121 



23484 



1 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 
96 

Arabidopsis thaliana BAC F21E10 



171793 

jC-atX25035QlElD03al 

BLASTX 

g2228773 

286 

1.0e-25 
65 



(AF001454] 
annuus] 



Dc3 promoter-binding factor-2 [Helianthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



171794 

jC-atX25037QlElC03al 

BLASTX 

g4314378 

496 

3.0e-50 

133 

66 

(AC006232) putative lipase [Arabidopsis thaliana] 
171795 

jC-atX25037QlElCllal 

BLASTN 

gl244741 

265 

1.0e-147 

265 
100 

Arabidopsis thaliana nuclear ribosomal ITS-1, 5.8S 
ribosomal RNA, and ITS-2. >gi_124567 9_gb_U52185__ASU52185 
Arabidopsis suecica nuclear ribosomal ITS-1, 5.8S ribosomal 
RNA, and ITS-2 

171796 

jC-atX25037QlE!Cllbl 

BLASTN 

gl244741 

261 

1.0e-145 

261 

100 

Arabidopsis thaliana nuclear ribosomal ITS-1, 5.8S 
ribosomal RNA, and ITS-2. >gi_1245679_gb_U52185_ASU52185 
Arabidopsis suecica nuclear ribosomal ITS-1, 5.8S ribosomal 
RNA, and ITS-2 

171797 

jC-atX25037QlElE04al 

BLASTN 

g3241926 

56 

3.0e-23 



23485 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

171798 

jC-atX25037QlElEllal 

BLASTN 

g3241926 

45 

1.0e-16 

121 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

171799 

jC-atX25038QlElA09al 

BLASTX 

g4510389 

48 

2.0e-39 
87 
97 

(AC007017) 
thaliana] 



putative solute carrier protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171800 

jC-atX25038QlElD02al 

BLASTN 

g4262221 

39 

2.0e-12 

87 
86 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171801 

jC-atX25038QlElElla2 

BLASTN 

g2351071 

104 

1.0e-51 

172 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

171802 

jC-atX2503 9QlElH07bl 

BLASTN 

g2281081 

121 

1.0e-61 

289 
67 



23486 



NCBI Description Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171803 

jC-atX25040QlElB06al 

BLASTN 

g3660464 

109 

2.0e-54 

269 

85 

Arabidopsis thaliana mRNA for Inositol 1, 3, 4-Trisphosphate 
5/6 Kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171804 

jC-atX25040QlElE01al 

BLASTN 

g2262135 

150 

7.0e-79 

286 

94 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171805 

jC-atX25041QlElB02al 

BLASTN 

g3702729 

314 

1.0e-176 

381 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A11, complete sequence [Arabidopsis thaliana] 



TAC clone: 



171806 

jC-atX25041QlElB04al 

BLASTN 

g4159707 

181 

2.0e-97 

313 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171807 

jC-atX25041QlElBllbl 

BLASTN 

g2656026 

93 

2.0e-45 

97 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



23487 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171808 . - 

jC-atX25045QlElA03al 

BLASTN 

g4544435 

382 

0.0e+00 

398 

99 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171809 

jC-atX25047QlElA06al 

BLASTX 

g3688186 

324 

4.0e-30 

81 

79 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171810 

jC-atX2504 9QlElE08al 

BLASTN 

g2281081 

105 

3.0e-52 

185 

88 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171811 

jC-atX25050Q!ElC07bl 

BLASTX 

g586078 

258 

6.0e-23 

54 

89 

TUBULIN BETA CHAIN >gi_1076736_pir JC2518 beta-tubulin 

pTUB22 - rice >gi_303842_dbj_BAA02505_ (D13224) 
beta-tubulin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171812 

jC-atX25051QlElG12al 

BLASTN 

g3449334 

81 

7.0e-38 

189 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 



171813 



23488 



1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atX25055PlElG03al 

BLASTN 

g2335089 

154 

3.0e-81 

340 
98 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171814 

jC-atX25056QlElB06bl 

BLASTN 

g4589435 

35 

1.0e-10 

91 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOE17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171815 

jC-atX25056QlElD09al 

BLASTN 

g4490701 

79 

2.0e-36 

29 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 

171816 

jC-atX25056QlElE10bl 

BLASTN 

g3869065 

60 

1.0e-25 

110 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

171817 

jC-atX2505 9QlElA01al 

BLASTN 

g3869075 

262 

1.0e-145 

307 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



171818 

jC-atX25059QlElF03al 
BLASTN 



23489 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3617740 
218 

1.0e-119 

301 
96 

Arabidopsis thaliana BAC F1I21 from chromosome 1, near 59 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171819 

jC-atX25059QlElG06al 

BLASTN 

g3080352 

101 

8.0e-50 

161 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171820 

jC-atX25059Q!ElH01bl 

BLASTN 

g4204173 

156 

1.0e-82 

156 
100 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence, 



171821 

jC-atX25060QlElG04al 

BLASTN 

gl872520 

140 

6.0e-73 

296 
87 

Arabidopsis thaliana zinc-finger protein Lsdl 
complete cds 



(LSD1) mRNA, 



171822 

jC-atX25061QlElBllal 

BLASTN 

g4490734 

128 

7.0e-66 

236 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
proj ect ) 

171823 

jC-atX25061QlElC04bl 

BLASTN 

g4262221 

172 



(ESSA 



23490 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-92 

208 
100 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171824 

jC-atX25061QlElD12al 

BLASTN 

gl009711 

143 

6.0e-75 

143 
100 

Arabidopsis thaliana calreticulin (AtCRTL) mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171825 

jC-atX25062QlElEllal 

BLASTN 

g3510340 

187 

1.0e-101 

348 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDN11, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171826 

jC-atX25062QlElF08al 

BLASTN 

g3868722 

47 

3.0e-17 

83 

89 

Arabidopsis thaliana BAC T19G15, from chromosome V near 
60.5 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171827 

jC-atX25062QlElH06al 

BLASTX 

g!703478 

750 

6.0e-80 

141 
100 

(U40566) ubiquitin activating enzyme 2 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



171828 

jC-atX250 65QlElE04bl 

BLASTN 

g3366536 

66 

4.0e-29 
118 



23491 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

171829 

jC-atX25065QlElGllal 

BLASTN 

g3128143 

73 

3.0e-33 

157 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MTI20, complete sequence [Arabidopsis thaliana] 

171830 

jC-atX25066QlElCllbl 

BLASTN 

g4757403 

153 

9.0e-81 

234 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJL12 7 complete sequence 

171831 

jC-atX25068QlElB02al 

BLASTN 

g3461834 

372 

0.0e+00 

401 

100 

Arabidopsis thaliana chromosome II BAC T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171832 

jC-atX25068QlElBllal 

BLASTN 

g3046853 

36 

1.0e-10 

92 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

171833 

jC-atX250 69QlElB01al 

BLASTX 

gl931647 

385 

3.0e-37 

142 

59 

(U95973) endomembrane protein EMP70 precusor isolog 



23492 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171834 

jC-atX25069QlElB12al 

BLASTN 

g4572664 

81 

3.0e-38 

105 

97 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

171835 

jC-atX25069QlElH07al 

BLASTX 

g4531442 

444 

4.0e-44 

101 
88 

(AC006224) hypothetical protein [Arabidopsis thaliana] 
171836 

jC-atX25073QlElC08bl 

BLASTN 

g2244901 

254 

1.0e-141 

300 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171837 

jC-atX25073QlElF01al 

BLASTX 

g2347208 

229 

7.0e-19 

80 
49 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
171838 

jC-atX25073QlElH06b2 

BLASTN 

g4263038 

117 

4 ,0e-59 

165 
93 

Arabidopsis thaliana BAC T5L23 from chromosome IV, near 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



171839 

jC-atX25074QlElE06bl 



23493 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value , 



# * 

BLASTN 

g4235150 

511 

0.0e+00 

523 

62 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 



171840 

jC-atX25074QlElG10bl 

BLASTX 

g3184281 

257 

4.0e-22 

70 

70 

(AC004136) putative cytochrome 



P450 [Arabidopsis thaliana] 



171841 

jC-atX25074QlE2A01al 

BLASTN 

g2245031 

272 

1.0e-151 

348 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

171842 

jC-atX25074QlE2A05bl 

BLASTX 

g2569931 

176 

8.0e-13 

49 
73 

(AJ002280) shaggy-like kinase beta [Arabidopsis thaliana] 
171843 

jC-atX2507 4QlE2A06bl 

BLASTX 

g3660467 

657 

4.0e-74 

158 
92 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 

171844 

jC-atX2507 6QlElA06al 

BLASTN 

g2618600 

99 

5.0e-49 



23494 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12 , complete sequence [Arabidopsis thaliana] 

171845 

jC-atX25076QlElB04al 

BLASTX 

g2983277 

169 

8.0e-12 

90 
40 

(AE000702 ) 3-deoxy-manno-octulosonate cytidylyltransf erase 
[Aquifex aeolicus] 

171846 

jC-atX2507 6QlElH09bl 

BLASTN 

g4038029 

139 

2.0e-72 

203 

92 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171847 

jC-atX25077QlElC01al 

BLASTX 

g4582451 

215 

2.0e-27 

75 

91 

(AC007071) unknown protein [Arabidopsis thaliana] 
171848 

jC-atX25077QlElC02al 

BLASTN 

g2618599 

222 

1.0e-122 

222 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171849 

jC-atX2507 7QlElC07al 

BLASTN 

g2832667 

326 

0.0e+00 

446 

79 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 



23495 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
171850 

jC-atX25077QlElH08bl 

BLASTX 

g!354510 

360 

2.0e-34 

72 

99 

(U55205) HAL2-like protein [Arabidopsis thaliana] 
171851 

jC-atX25078QlElB02al 

BLASTN 

g3702735 

312 

1.0e-175 

316 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171852 

jC-atX25078QlElB02bl 

BLASTX 

g2245037 

205 

4.0e-16 

91 
56 

(Z97342) nuclear antigen homolog [Arabidopsis thaliana] 
171853 

jC-atX2507 9QlElC09al 

BLASTX 

g3482933 

290 

3.0e-26 

68 

85 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171854 

jC-atX25079QlElC09bl 

BLASTX 

g3482933 

669 

1.0e-70 
123 
100 

(AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 
Seq. ID 



171855 

jC-atX25080Q!ElC10al 



23496 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2264313 

372 

0.0e+00 

396 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOP10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171856 

jC-atX25080Q!ElE12al 

BLASTN 

g3510343 

213 

1.0e-116 

277 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171857 

jC-atX25081Q!ElB09al 

BLASTN 

gl305456 

150 

5.0e-79 

234 
91 

Arabidopsis thaliana cytosolic cyclophilin 
complete cds 



(ROC2) gene, 



171858 

jC-atX25081QlElC02al 

BLASTN 

g3327922 

95 

5.0e-46 

296 
87 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171859 

jC-atX25081QlElD08bl 

BLASTX 

g3402703 

543 

9.0e-56 

137 
78 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



171860 

jC-atX25081QlElF09al 

BLASTN 

g2737903 

160 



23497 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



5.0e-85 

204 

95 

Arabidopsis thaliana retrotransposon TSCL genomic sequence 
171861 

jC-atX25090QlElE10bl 

BLASTN 

g3668073 

92 

2.0e-44 

276 
91 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171862 

jC-atX25091QlElD08al 

BLASTN 

g4584519 

70 

2.0e-31 

130 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F11C18 
(ESSA project) 

171863 

jC-atX25091QlElF03al 

BLASTN 

g4469002 

103 

3.0e-51 

118 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 
(ESSA project) 

171864 

jC-atX25091QlElF03bl 

BLASTN 

g4469002 

97 

2.0e-47 

205 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T2 9A15 
(ESSA project) 

171865 

jC-atX25092QlElD09al 

BLASTN 

g2351063 

227 

1.0e-124 

446 

100 



23498 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 

171866 

jC-atX25093Q!ElD05al 

BLAST N 

g4581138 

58 

1.0e-24 

74 
96 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

171867 

jC-atX25094Q!ElE10bl 

BLASTN 

g3461834 

93 

3.0e-45 

141 

91 

Arabidopsis thaliana chromosome II BAC T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171868 

jC-atX25095QlElE02bl 

BLASTN 

g2924651 

80 

2.0e-37 

108 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171869 

jC-atX25095QlElE09a2 

BLASTN 

g4159703 

46 

6.0e-17 

94 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

171870 

jC-atX25096QlElG10bl 

BLASTN 

g3785992 

90 

1.0e-43 

98 
98 

Arabidopsis thaliana chromosome II BAC T6A23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23499 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171871 

jC-atX25097QlElC03bl 

BLASTX 

g4678380 

384 

3.0e-37 

92 
84 

(AL049656) putative protein [Arabidopsis thaliana] 
171872 

jC-atX25097QlElF10bl 

BLASTX 

gll5767 

238 

8.0e-38 

102 
87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

171873 

jC-atX25098QlElA05al 

BLASTN 

g2252639 

248 

1.0e-137 

308 
95 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 

171874 

jC-atX25098QlElA05bl 

BLASTX 

g2462748 

701 

3.0e-74 

143 
97 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

171875 

jC-atX250 98QlElC09al 

BLASTN 

g2656028 

315 

1.0e-177 

359 

100 



23500 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171876 

jC-atX25099QlElCllbl 

BLASTN 

g430946 

145 

3.0e-76 

145 

100 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 

171877 

jC-atX25100QlElA01al 

BLASTX 

g2191187 

226 

1.0e-18 

74 

58 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 

171878 

jC-atX25100Q!ElC06bl 

BLASTN 

g3282170 

331 

0 . 0e+00 

372 

100 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence , 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171879 

jC-atX25100QlE!G12al 

BLASTN 

g4757414 

114 

1.0e-57 

182 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF2 4, complete sequence 

171880 

jC-atX25101QlElC03al 

BLASTX 

g4582435 

249 

1.0e-21 

95 
31 

(AC007196) putative selenium-binding protein [Arabidopsis 
thaliana] 



23501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171881 

jC-atX25101QlElD03bl 

BLASTX 

g!403138 

566 

2.0e-58 

106 

100 

(X98190) peroxidase ATP2a [Arabidopsis thaliana] 
>gi_4371288_gb_AAD18146_ (AC006260) putative peroxidase 
ATP2a [Arabidopsis thaliana] 

171882 

jC-atX25101QlElG05al 

BLASTN 

g2160155 

46 

6.0e-17 

136 
92 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

171883 

jC-atX25101QlElGllbl 

BLASTN 

g4376087 

137 

3.0e-71 

205 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

171884 

jC-atX25102QlElC09al 

BLASTN 

g2264302 

373 

0. 0e+00 

444 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171885 

jC-atX25102QlElCllal 

BLASTX 

g4417283 

294 

1.0e-26 

71 

75 

(AC007019) putative cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 



171886 



23502 



Seq. ID 
^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atX25102QlElE10al 

BLASTX 

g4567231 

262 

8.0e-23 

52 

100 

(AC007119) putative glucose-l-phosphate adenylyltransf erase 
[Arabidopsis thaliana] 

171887 

jC-atX25103QlElG03al 

BLASTX 

g3668082 

146 

2.0e-09 

45 
60 

(AC004 667) putative DAL1 protein [Arabidopsis thaliana] 
171888 

jC-atX25103QlElG07al 

BLASTN 

g3395421 

146 

2.0e-76 

278 
96 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171889 

jC-atX2510 6QlElH06al 

BLASTN 

g2252848 

188 

1.0e-101 

212 

98 

Arabidopsis thaliana BAC TM018A10 
171890 

jC-atX25107QlE!B09al 

BLASTX 

g2493964 

180 

4.0e-13 

74 
51 

XANTHINE DEHYDROGENASE (XD) (ROSY LOCUS PROTEIN) 
>gi_1743224_emb_CAA69405_ (Y08237) xanthine dehydrogenase 
[Drosophila subobscura] 

171891 

jC-atX25108QlElH12al 

BLASTN 

g2924734 



23503 



BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

2.0e-20 

121 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 

171892 

jC-atX25109QlElB01al 

BLASTN 

g2160155 

34 

9.0e-10 

38 
97 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171893 

jC-atX25112QlElA12al 

BLASTN 

g3299824 

219 

1.0e-120 

267 

96 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171894 

jC-atX25112QlElC10bl 

BLASTN 

g3135610 

50 

1.0e-19 

126 

85 

Arabidopsis thaliana cellulose synthase mRNA, partial' cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171895 

jC-atX25113QlElF09al 

BLASTX 

g3047082 

429 

1.0e-42 

94 

85 

(AF058914) 
precursor 



similar to Vigna radiata pectinacetylesterase 
;GB:X99348) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



171896 

]C-atX25114QlElC10al 

BLASTN 

g2660661 

202 

1.0e-110 

226 



23504 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171897 

jC-atX25115QlElE04al 

BLASTX 

g3367528 

207 

1.0e-16 

41 

100 

(AC004392) Strong similarity to gi_2160138 F19K23.6 gene 
product from A. thaliana BAC gb_AC000375. [Arabidopsis 
thaliana] 

171898 

jC-atX25116QlElB04al 

BLAST N 

g3668073 

194 

1.0e-105 

262 
94 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171899 

jC-atX25116QlElD03al 

BLASTN 

gll43389 

50 

1.0e-19 

110 

86 

A. thaliana mRNA for 3-hydroxy-3-methylglutaryl-CoA synthase 
171900 

jC-atX25116QlElD10al 

BLASTN 

g2760165 

331 

0. 0e+00 

355 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

171901 

jC-atX25117QlElD05al 

BLASTN 

g3927822 

113 

6.0e-57 

201 
89 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 



23505 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171902 

jC-atX35007QlElD10al 

BLASTN 

g3449334 

89 

1.0e-42 

161 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


171903 


Q^rr T D 


J cl ^) W U --'^z J. ill x i: *j ^ca J. 


J. 1C UiiVJU. 


RT.A^TN 


IN ^ JD J. bl 






O 


TP tt -5 1 n 


J. . US O 0 


ixia ten xeriytii 


lJU 


9- i Hdti 1 — 1 "f~ \T 
^ lUcilLl Ly 




IN^D-l. UcbCripLlOIl 




Seq. No. 


171904 


Seq. ID 


jC-atX35010QlElE04al 


Method 


BLASTX 


NCBI GI 


g2821961 


BLAST score 


281 


E value 


5.0e-25 


Match length 


64 


% identity 


86 


NCBI Description 


(AB006693) spermidine 


Seq. No. 


171905 


Seq. ID 


jC-atX35015Q!ElA06bl 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


146 


E value 


1.0e-76 


Match length 


191 


% identity 


94 


NCBI Description 


Arabidopsis thaliana c 



sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171906 

jC-atX35015QlElE12al 

BLASTN 

g3859590 

81 

5.0e-38 

152 

90 

Arabidopsis thaliana BAC T15B16 



Seq. No. 
Seq. ID 

Method 



171907 

jC-atX35018QlElA12al 
BLASTN 



23506 



NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2564049 
73 

4.0e-33 

161 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone 



171908 

jC-atX35019QlElD0330al 

BLASTN 

g2264317 

173 

1.0e-92 

285 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUG13, complete sequence [Arabidopsis thaliana] 

171909 

jC-atX35020Q!ElB08bl 

BLASTN 

g4235150 

90 

2.0e-43 
181 

88 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence 

171910 

jC-atX35020QlE!E02al 

BLASTN 

g3582315 

43 

3.0e-15 

67 
93 

Arabidopsis thaliana chromosome II BAC T27A1 6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171911 

jC-atX35039QlElE04al 

BLASTN 

g3869252 

69 

1.0e-30 

189 
84 

Arabidopsis thaliana f erredoxin-dependent glutamate 
synthase precursor (GLU2) mRNA, complete cds 

171912 

jC-atX35040Q!ElC10al 

BLASTN 

g259446 

79 



23507 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-37 

83 
99 

glycine-rich protein {clone atGRP-3} [Arabidopsis thaliana, 
C24, mRNA, 680 nt] 

171913 

jC-atX35042QlElA07al 

BLASTN 

g2815519 

100 

4.0e-49 

260 
53 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

171914 

jC-atX35044QlElEllbl 

BLASTX 

g3687243 

260 

2.0e-22 

66 

80 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171915 

jC-atX3504 9QlElE05al 

BLASTN 

gl532162 

175 

9.0e-94 

328 
98 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, AT. I. 24-3, 
AT. 1.24-4, AT. 1.24-5, AT. I. 24-6, AT. I. 24-9 and AT. I. 24-14 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 

171916 

jC-atX35050QlElG05bl 

BLASTX 

g3135256 

760 

2.0e-82 

152 
97 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
171917 

jC-atX35051QlElG08al 

BLASTN 

g2642152 

353 

0.0e+00 



23508 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



373 
99 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171918 

jC-atX35052QlElH04al 

BLASTN 

g4757662 

233 

1.0e-128 

253 
98 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

171919 

jC-atX35054QlElA01al 

BLASTN 

gl6367 

58 

5.0e-24 

118 

87 

A. thaliana gene (LHCP AB 165) for chlorophyll a/b binding 
protein 

171920 

jC-atX35054QlElG05b2 

BLASTX 

gll5783 

458 

7.0e-46 

86 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

171921 

jC-atXA12a2 

BLASTN 

g58201 

44 

3.0e-15 

52 
96 

Cloning vector pGEM-3Z 

171922 

jC-atXA34a2 

BLASTN 

g4314336 

55 

7.0e-22 
55 



23509 



% identity 

NCBI Description 



100 

Homo sapiens chromosome 10 clone CIT987SK-1011O6 map 10q25, 
complete sequence [Homo sapiens] 



Seq. No. 


171923 


Seq.^ ID 


jC-atXA34f2 


Method 


BLASTN 


NCBI GI 


g619522 


BLAST score 


50 


E value 


7 . Oe-19 


Match length 


57 


% identity 


98 


NCBI Description 


Synechococcu 


Seq. No. 


171924 


Seq. ID 


jC-atXB632f2 


Method 


BLASTN 


NCBI GI 


g507770 


BLAST score 


33 


E value 


1.0e-08 


Match length 


65 


% identity 


89 


NCBI Description 


Zea mays D3L 




cds 



(Mhal) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171925 

jC-atXB810a2 
BLASTX 
g3482928 
58 

2.0e-12 

58 
86 

(AC003970) Unknown protein [Arabidopsis thaliana] 
>gi_3929586 (AF100166) phytochrome interacting factor 3 
[Arabidopsis thaliana] 

171926 

jC-atXB810f2 
BLASTX 
g3482928 
107 

2.0e-09 

44 
84 

(AC003970) Unknown protein [Arabidopsis thaliana] 
>gi_3929586 (AF100166) phytochrome interacting factor 3 
[Arabidopsis thaliana] 

171927 

jC-atXL1023Q!BlD07bl 

BLASTN 

g2264314 

228 

1.0e-125 

228 
100 



23510 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



171928 

jC-atXL1025QlBlG02bl 
BLASTN 
g4585890 
213 

1.0e-116 

237 
97 

Arabidopsis thalic. 
sequence, complete sec 



^romos-^e II BA" T30?l 



^nomic 



171929 

jC-atXL1026QlBlDllbl 

BLASTN 

g2264318 

166 

2.0e-88 

325 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

171930 

jC-atXL1028QlB!Cllbl 

BLASTN 

g3068702 

105 

4.0e-52 

129 

95 

Arabidopsis thaliana putative transmembrane pr^ 1 ein Glp 
(AtGl) f putative nuclear DNA-binding protein (AtG2), 

Eml protein (ATEM1) , putative chl^ ' ':.h- 1 ' tase 
(AtG4), putative transmembrane r_ , ein Gb~ t put 

171931 

jC-atXL1028QlBlH05bl 

BLASTN 

g4519191 

70 

3.0e-31 

287 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 

171932 

jC-atXL102 9QlBlC07bl 

BLASTN 

g2618683 

88 

3.0e-42 

128 
92 



23511 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171933 

jC-atXL102QlBlA10bl 

BLASTN 

g2564048 

139 

1.0e-72 

139 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKD15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171934 

jC-atXL102QlElF03bl 

BLASTN 

g4159705 

139 

2.0e-72 

195 

93 

Arabidopsis thaliana genomic DNA, 
MGD8, complete sequence 



chromosome 3, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171935 

]C-atXL1031QlElE04al 

BLASTN 

g4519195 

118 

1.0e-59 

281 

100 

Arabidopsis thaliana genomic 
MQC12 , complete sequence 



DNA, chromosome 3, PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171936 

jC-atXL1034QlElC09al 

BLASTN 

g4204173 

90 

3.0e-43 

146 
90 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171937 

jC-atXL103 6QlElC03al 

BLASTN 

g4587641 

121 

9.0e-62 

157 

94 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



23512 



® 



Sea No 


171938 


Seq. ID 


jC-atXL1038Q!ElF05al 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


71 


F. value 


3. Oe-32 


Match length 


83 


% i dent it v 


48 


i\ \s XJ J. I— ' ^ l_> J- -L- ^ V— / X X 


Rice complete chloroplast genome 


Seq, No. 


171939 


Seq. ID 


jC-atXL103QlBlH06bl 


Method 


BLASTN 


NCBI GI 


g2244747 


BLAST score 


132 


E value 


3.0e-68 


Match length 


208 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA chromos 



fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171940 

jC-atXL1040QlElA05bl 

BLASTN 

g2864607 

195 

1.0e-105 

255 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171941 

jC-atXL1040QlElDllbl 

BLASTN 

g4510323 

138 

7.0e-72 

150 
98 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171942 

jC-atXL1040QlElH05bl 

BLASTX 

g2129772 

234 

9.0e-20 

49 

88 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



Seq. No. 



171943 



23513 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXL104 0QlElH09al 

BLASTN 

g3608126 

369 

0.0e+00 

369 

100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171944 

jC-atXL1043QlElA10al 

BLASTN 

g4589410 

63 

2.0e-27 

83 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

171945 

jC-atXL104 3QlElB10bl 

BLASTN 

g3449323 

250 

1.0e-138 

250 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
M2A15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171946 

jC-atXL1043QlElF03bl 

BLASTN 

g603055 

36 

6.0e-ll 

36 
100 

Arabidopsis thaliana inner mitochondrial membrane protein 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171947 

jC-atXL1044QlElF03al 

BLASTN 

g2244747 

71 

3.0e-32 

91 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 
Seq. ID 

Method 



171948 

jC-atXL1044QlE!G06al 
BLASTN 



23514 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3367500 
50 

2.0e-19 

108 
91 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171949 

jC-atXL1044QlElG06bl 

BLASTN 

g3367500 

199 

1.0e-108 

371 

100 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171950 

jC-atXL104 4QlElGllal 

BLASTX 

g3319341 

333 

4.0e-31 

67 

82 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 

171951 

jC-atXL104 7QlElD04bl 

BLASTX 

g2911078 

516 

1.0e-52 

105 
99 

(AL021960) putative protein [Arabidopsis thaliana] 
171952 

jC-atXL104 7QlElF04al 

BLASTN 

g3738275 

72 

7.0e-33 

96 
95 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



171953 

jC-atXL105QlBlF12bl 

BLASTX 

gll4718 

157 

1.0e-10 



23515 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 
57 

PROBABLE COPPER-TRANSPORTING AT PAS E SYNA 

>gi_79650_pir S10839 hypothetical protein 5 - 

Synechococcus sp. (PCC 6301) (fragment) 
>gi__48026_emb_CAA29364_ (X05925) VRF 5 (293 AA) 
[Synechococcus PCC6301] 

171954 

jC-atXL106QlBlA05bl 

BLASTX 

g4580389 

140 

4.0e-09 

33 
76 

(AC007171) unknown protein [Arabidopsis thaliana] 
171955 

jC-atXLIHQlBlA03al 

BLASTX 

g2462745 

111 

2.0e-20 

92 

45 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
171956 

jC-atXLI12QlBlD03bl 

BLASTN 

g4582437 

126 

8.0e-65 

146 

97 

Arabidopsis thaliana chromosome II BAC F7024 genomic 
sequence, complete sequence 

171957 

jC-atXLI12QlBlD08bl 

BLASTN 

gl617267 

54 

1.0e-21 

163 

88 

B.napus mRNA for acyl CoA synthetase 
171958 

jC-atXLI13QlBlC03bl 

BLASTX 

g2494125 

295 

9.0e-27 

56 
100 



23516 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002376) Strong similarity to Cucumis acetyl-CoA 
acyltransf erase (gb D70895) . [Arabidopsis thaliana] 



171959 

jC-atXLI13QlBlC08bl 

BLASTX 

g3786025 

174 

1.0e-12 

48 

73 

(AC0054 99) putative DNA-binding protein, 
[Arabidopsis thaliana] 



5 1 partial 



171960 

jC-atXLIB327401Plc07al 

BLASTN 

g4454022 

56 

2.0e-22 

85 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



171961 

jC-atXLIB327401P2d05al 

BLASTN 

g2290120 

53 

9.0e-21 

64 
95 

HIV-1 strain M02 from USA, 
gene, partial cds 



F9D16 



envelope glycoprotein (env) 



171962 

jC-atXLIB3274 01P3b09b2 

BLASTN 

g3367500 

94 

3.0e-45 

142 

92 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 9348 9, complete sequence [Arabidopsis thaliana] 

171963 

jC-atXLIB327401P3bllb2 

BLASTX 

g2129578 

315 

6.0e-29 

89 
74 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928 932_emb_CAA8 9205_ (Z49239) homolog of 



23517 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

171964 

jC-atXLIB327401P3bl2b2 

BLASTN 

g2582640 

54 

2.0e-21 

58 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171965 

jC-atXLIB3274 01P3c02b2 

BLASTN 

g2656030 

91 

2.0e-43 

223 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171966 

jC-atXLIB327401P3c03b2 

BLASTN 

g3241939 

75 

5.0e-34 

103 
94 

Arabidopsis thaliana chromosome II BAC T2 6J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171967 

jC-atXLIB3274 01P3e03b2 

BLASTN 

g2582640 

57 

4.0e-23 

65 
97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171968 

jC-atXLIB327401P3el2b2 

BLASTN 

g2582640 

36 

1.0e-10 

56 

91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 



23518 



factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171969 

jC-atXLIB327401P3f08b2 

BLASTN 

g2245031 

264 

1.0e-146 

367 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
ncbi"gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171970 

jC-atXLIB327 401P3g06b2 

BLASTN 

g2264318 

92 

5.0e-44 

306 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



171971 

jC-atXLIB3274 01P3gllb2 

BLASTN 

g2582640 

37 

3.0e-ll 

69 

88 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171972 

jC-atXLIB3274 01P3h07b2 

BLASTN 

g3367500 

108 

1.0e-53 

192 

89 

REVERSE-COMPLEMENT OF: F23J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171973 

jC-atXLIB327401P4a03a2 

BLASTX 

g3033375 

226 

3.0e-19 

139 
42 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



23519 



II 



Seq. No. 


171974 


Seq. ID 


jC-atXLIB327401P4a06a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


39 


E value 


2 . Oe-12 


M^i~ph 1 pnnth 

lad L-^-ii J-viiiy Lii 


43 


% identitv 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171975 


Seq. ID 


jC-atXLIB327401P4a06b2 


Method. 


BLASTN 


NCBI GI 


g2880038 


BLAST score 


40 


E value 


4 . Oe-13 


Match length 


48 


% i ripnt i t v 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T11J7 genomic 




sequence f complete sequence [Arabidopsis thaliana] 


Seq. No. 


171976 


Seq. ID 


jC-atXLIB327401P4a09a2 


Mpt hod 


BLASTN 


NCBI GI 


g3702733 


BLAST score 


64 


F. vfl 1 np 

i_! V d _L. 


2 . Oe-27 


M^i~r i Vi 1 pn rfh 

1 iCl l_ i J-Cliy L. 1 i 


192 


S- t H c^ti 1 — i i~ \7 


8 6 


NPRT Dpstti nti on 

IN V>> J_J _L Lj\Z kJ J- J- K— ' "w -1- V/ X 1 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clo 




MJP23/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


171977 


Seq. ID 


jC-atXLIB327401P4allb2 


Method 


BLASTN 


NCBI GI 


g2351068 


BLAST score 


69 


E value 


2.0e-30 


Match length 


172 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRH10, complete sequence [Arabidopsis thaliana] 

171978 

jC-atXLIB327 4 01P4b04a2 

BLASTN 

g2462264 

50 

5.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
171979 

jC-atXLIB3274 01P4b05a2 

BLASTN 

g2462264 



23520 



II 



BLAST score 44 

E value 2.0e-15 

Match length 44 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171980 

Seq. ID jC-atXLIB327401P4b07b2 

Method BLASTN 

NCBI GI g2582640 

BLAST score 54 

E value 2.0e-21 

Match length 58 

% identity 98 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 171981 

Seq. ID jC-atXLIB327401P4bl0a2 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 1.0e-19 

Match length 51 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171982 

Seq. ID jC-atXLIB327401P4blla2 

Method BLASTN 

NCBI GI g2462264 

BLAST score 37 

E value 4 . 0e-ll 

Match length 53 

% identity 92 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 171983 

Seq. ID jC-atXLIB327401P4bl2a2 

Method BLASTN 

NCBI GI g540252 

BLAST score 35 

E value 2.0e-10 

Match length 56 

% identity 95 

NCBI Description Cloning vector pSVSportl beta-lactamase gene, complete cds 

Seq. No. 171984 

Seq. ID jC-atXLIB327401P4c02a2 

Method BLASTN 

NCBI GI g540252 

BLAST score 38 

E value 8.0e-12 

Match length 38 

% identity 100 

NCBI Description Cloning vector pSVSportl beta-lactamase gene, complete cds 



23521 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171985 

jC-atXLIB327401P4c02b2 

BLASTN 

g2582640 

54 

2.0e-21 

70 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171986 

jC-atXLIB327401P4c03b2 

BLASTN 

g3941523 

36 

2.0e-10 

48 

94 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171987 

jC-atXLIB327401P4c04a2 

BLASTX 

g3928543 

175 

1.0e-12 

93 
46 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171988 

jC-atXLIB327401P4c06al 

BLASTN 

g2702261 

119 

4.0e-60 

199 

95 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171989 

jC-atXLIB3274 01P4c06bl 

BLASTX 

g2702274 

349 

4.0e-38 
117 

85 

(AC003033) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



171990 

jC-atXLIB327401P4c08a2 
BLASTN 



23522 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4757678 
153 

2.0e-80 

349 

85 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

171991 

jC-atXLIB3274 01P4c09al 

BLASTN 

g2914688 

120 

1.0e-60 

450 
88 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171992 

jC-atXLIB3274 01P4c09bl 

BLASTN 

g2914688 

35 

4 . 0e-10 

80 

94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

171993 

jC-atXLIB3274 01P4cllbl 

BLASTN 

g531828 

39 

2.0e-12 

51 
94 

Cloning vector pSportl, complete cds 
171994 

jC-atXLIB3274 01P4cl2b2 

BLASTN 

g2582640 

66 

1.0e-28 

66 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

171995 

jC-atXLIB327 4 01P4d04b2 

BLASTN 

g2582640 

46 

1.0e-16 
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Match lenath 

L -iCL V" X X ,X_ ^ X A ^ i-il 


58 


% identity 


95 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


171996 


Sea ID 


jC-atXLIB3274 01P4e02al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


45 


F! vfl 1 hp 

J_l V C 1 -L- LJ. v5 


6 . Oe-16 


Match lencrth 

L XCX l_ V_^il -X_ *w X 1 u ^ X X 


53 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


171997 


Seq. ID 


jC-atXLIB327401P4e02b2 


Mpf h oci 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


43 


E value 


3.0e-15 


Maf-fh 1 pnrr+"h 


61 


£• -1 H en t" i t" v 

O _H_l~ll L. -L ^ _y 


95 


NPRT Dp scrint ion 


Arabidopsis thaliana mRNA for arginine/serine— rich splicing 




factor, RSd40 

X. CX \^ L- \>s X. f X \.W K> ^ \J 




171998 


Sea ID 


jC-atXLIB3274 01P4e03al 


Meat hnH 

L1G L. ilW^ 


RT.ASTN 

J_> j_I.Ta.l_J J, 1< 


NCBI GI 


g3978257 


BLAST score 


91 


tt^i 1 hp 


2 . Oe-43 


JL MCt U^ll icuy 1—11 


99 


% \ Hpn Y \ +" \7 


98 


NCBI Description 


Arabidopsis thaliana endo- 1 , 4— beta-D— glucanase KORRIGAN 




(KOR) gene, KOR— 1 allele, complete cds 


Seq. No. 


171999 


Seq. ID 


jC-atXLIB327401P4e03a2 


l. li w 


BLASTN 

X— J X-JXaw X- XN 


NCBI GI 


g3978257 


BLAST score 


63 


F \T?i 1 ne 

Hi V a. J- U.C 


9 . Oe-27 


M^'h^'h 1 eTirrth 

LlCA ICiiy L.11 


87 


9- i Hpn't"i H/ 


93 


NPRT npscTi nH on 

LN J-J J. J—' ^ ij> — J L Jk> I, J. Wil 


Ar'abidoosis thaliana endo-1, 4-beta-D-crliicansse KORRIGAN 




(K0R1 aene. KOR— 1 allele. comDlete cds 


Sea No 


172000 


Seq. ID 


i r-atXLIB3274 01P4e03bl 


Method 


BLASTN 


NCBI GI 


g2687441 


BLAST score 


48 


E value 


9.0e-18 


Match length 


64 


% identity 


94 


NCBI Description 


Lithophragma trifoliata large subunit 2 6S ribosomal RNA 



23524 



® 



gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172001 

jC-atXLIB3274 01P4e04b2 

BLASTN 

g2582640 

43 

6.0e-15 

51 

96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



172002 

jC-atXLIB327 401P4e05al 

BLASTN 

g4454022 

78 

1.0e-35 

173 
88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F9D16 



172003 

jC-atXLIB327 4 01P4e08a2 

BLASTN 

g2462264 

42 

3.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172004 

jC-atXLIB327401P4e09a2 

BLASTN 

g3643588 

35 

5.0e-10 

162 
84 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172005 

jC-atXLIB327 4 01P4el2a2 

BLASTN 

g3702724 

203 

1.0e-110 

416 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 



172006 



23525 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 4 01P4el2b2 

BLASTN 

g3702724 

82 

3.0e-38 
339 

86 , 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172007 

jC-atXLIB327401P4f02al 

BLASTN 

g2462264 

48 

5.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172008 

jC-atXLIB327401P4f02a2 

BLASTX 

g2262103 

382 

9.0e-37 

96 

69 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172009 

jC-atXLIB327401P4f07al 

BLASTN 

g531828 

42 

4.0e-14 

66 

92 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172010 

jC-atXLIB327 4 01P4fl2b2 

BLASTN 

g2149639 

116 

2.0e-58 

233 

89 

Arabidopsis thaliana Argonaute protein (AGOl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172011 

jC-atXLIB3274 01P4g01al 

BLASTN 

gl6491 

73 

1.0e-32 



23526 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
91 

A. thaliana mRNA for root-specific gene 
172012 

jC-atXLIB327401P4g02b2 

BLASTN 

g2582640 

56 

1.0e-22 

56 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

172013 

jC-atXLIB327 4 01P4g04a2 

BLASTN 

g2290120 

54 

2.0e-21 

58 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172014 

jC-atXLIB3274 01P4g08al 

BLASTN 

g2290120 

53 

9.0e-21 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172015 

jC-atXLIB327401P4g08bl 

BLASTN 

g2582640 

55 

5.0e-22 

63 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

172016 

jC-atXLIB327401P4h03a2 

BLASTN 

g3128166 

95 

8.0e-46 

358 
82 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 



23527 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172017 

jC-atXLIB327401P4h04bl 

BLASTX 

g3128190 

282 

4.0e-27 

93 

72 

(AC004521) putative beta-glucosidase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172018 

jC-atXLIB327401P4h06a2 

BLASTN 

g2462264 

43 

6.0e-15 

47 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172019 

jC-atXLIB3274 01P4h0 6b2 

BLASTN 

g2392762 

111 

3.0e-55 

139 
95 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172020 

jC-atXLIB327401P4h07bl 

BLASTN 

g3869069 

87 

4.0e-41 

290 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



172021 

jC-atXLIB327401P4hl0al 

BLASTN 

g3406034 

39 

2.0e-12 

115 
86 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

172022 

jC-atXLIB327401P4hl0bl 



23528 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTX 

g3063691 

189 

3.0e-14 

44 
73 

(AL022537) 



putative protein [Arabidopsis thaliana] 



172023 

jC-atXLIB327401P4h!2a2 

BLASTN 

g2290120 

54 

2.0e-21 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172024 

jC-atXLIB327 402Pla03al 

BLASTN 

gl707369 

53 

9.0e-21 

89 
90 

A. thaliana mRNA for arginine/serine-rich splicing factor 
RSp41 

172025 

jC-atXLIB327 4 02Pla06al 

BLASTN 

g4096078 

89 

2.0e-42 

175 

91 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172026 

jC-atXLIB327402Pla08al 

BLASTN 

g2564051 

113 

1.0e-56 

311 

84 

Arabidopsis thaliana genomic romosome 5, PI clone 

MWD9, complete sequence [Arabidopsis thaliana] 

172027 

jC-atXLIB327402Plb01al 

BLASTN 

g4469002 

55 



23529 



E value 
Match length 
% identity 
NCBI Description 



4.0e-22 

111 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone T2 9A15 
(ESSA project) 



Seq. No. 


172028 


Seq. ID 


jC-atXLIB327402Plb02al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


45 


% identity 


96 


NCBI Description 


Cloning vector pSportl, complete 


Seq. No. 


172029 


Seq. ID 


jC-atXLIB327402Plb03al 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


184 


E value 


5.0e-20 


Match length 


80 


% identity 


71 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_1644 7_emb_CAA3944 1__ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi__3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb__R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

172030 

jC-atXLIB3274 02Plb05al 

BLASTN 

g2462264 

37 

3.0e-ll 

45 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172031 

jC-atXLIB327402Plc01al 

BLASTN 

g430946 

55 

5.0e-22 

126 
87 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA, complete cds 

172032 

jC-atXLIB327402Plc04al 



23530 



Method 

NCBI GI 

BLAST score 

E-, value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2290120 

48 

8.0e-18 

59 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172033 

jC-atXLIB327402Pld01al 

BLASTN 

g4741184 

66 

2.0e-28 

105 
90 

Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172034 

jC-atXLIB327 4 02Pld06bl 

BLASTN 

g2582640 

67 

2.0e-29 

75 

97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172035 

jC-atXLIB3274 02Pldl2al 

BLASTN 

g2459406 

171 

3.0e-91 

331 
88 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172036 

jC-atXLIB327 402Ple02al 

BLASTN 

g4159704 

188 

l.Oe-101 

430 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

172037 

jC-atXLIB3274 02Ple09al 

BLASTN 

g2462264 



23531 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



48 

7.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172038 

jC-atXLIB3274 02Plel2al 

BLASTN 

g3608126 

194 

1.0e-105 

318 
90 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172039 

jC-atXLIB3274 02Plf02al 

BLASTX 

g481132 

305 

5.0e-34 

119 

74 

sucrose transport protein SUC1 - Arabidopsis thaliana 
>gi_407094_emb_CAA53147__ (X75365) sucrose-proton symporter 
[Arabidopsis thaliana] 

172040 

jC-atXLIB327402Plf03al 

BLASTN 

g2618683 

228 

1.0e-125 

469 

85 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172041 

jC-atXLIB3274 02Plf06al 

BLASTN 

g2462264 

39 

2.0e-12 

55 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
172042 

jC-atXLIB327402Plf09al 

BLASTN 

g4263753 

86 

2.0e-40 

180 



23532 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis * thaliana] 

172043 

jC-atXLIB327402Plfl0bl 

BLASTN 

g2618602 

46 

1.0e-16 

98 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



172044 

jC-atXLIB3274 02Plfllal 

BLASTX 

g872116 

144 

7.0e-09 

68 

47 

(X79770) sti (stress inducible protein) 



[Glycine max] 



172045 

jC-atXLIB327402Plfl2al 

BLASTN 

g3367500 

50 

6.0e-19 

69 
94 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

172046 

jC-atXLIB327402Plg04al 

BLASTN 

g2462264 

46 

1.0e-16 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172047 

jC-atXLIB3274 02Plg06al 

BLASTN 

g2462264 

41 

1.0e-13 

56 
93 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



172048 



23533 




Seq. ID 


jC-atXLIB3274 02Plg08al 


Method 


BLASTN 


NCBI GI 


g2462264 




36 


K Vri 1 np 
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172049 


Seq. ID 


jC-atXLIB327 4 02Plgl0al 


Mp1~binH 


RLASTN 


NCBI GI 


g2290120 


BLAST score 


53 
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Sea No 


172050 


Seq. ID 


jC-atXLIB3274 02Plgllal 


Method 


BLASTN 


NCBI GI 


g2462264 
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NCBI GI 
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BLAST score 


116 


E value 
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Sea No 


172052 


Seq. ID 


jC-atXLIB327402Plh04bl 


Method 


BLASTN 


NCBI GI 


g3941523 


BLAST score 


39 


E value 


2.0e-12 


Match length 


50 


% identity 


94 



NCBI Description Arabidopsis thaliana putative transcription factor (MYB92) 
niRNA, complete cds 



Seq. No. 172053 

Seq. ID jC-atXLIB327402Plh05al 

Method BLASTN 

NCBI GI g3608126 

BLAST score 103 



23534 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-51 

153 
95 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172054 

jC-atXLIB327402Plh08bl 

BLASTN 

g3941523 

35 

1.0e-10 

49 

92 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172055 

jC-atXLIB327402Plhl0al 

BLASTN 

g2462264 

36 

1.0e-10 

52 
92 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172056 

jC-atXLIB3274 02Plhllal 

BLASTN 

g4191771 

77 

4.0e-35 

192 
89 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172057 

jC-atXLIB327402P2b02al 

BLASTX 

gll69782 

426 

7.0e-42 

87 
98 

FUSCA PROTEIN FUS6 >gi_432446 (L26498) 
thaliana] 



FUS6 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172058 

jC-atXLIB3274 02P2b03al 

BLASTN 

g2618600 

307 

1.0e-172 

338 

98 



23535 



# 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence ^Arabidopsis thaliana] 



172059 

jC-atXLIB327 4 02P2bl2al 

BLASTN 

g531828 

50 

6.0e-19 

62 
95 

Cloning vector pSportl, 



complete cds 



172060 

jC-atXLIB327402P2cl2al 

BLASTX 

g4220451 

177 

1.0e-12 

72 
56 

(AC006216) Identical to gb_AF054906 myrosinase-binding 
protein homolog from Arabidopsis thaliana. ESTs gb_F1527 6 
and gb__F15275 come from this gene. [Arabidopsis thaliana] 



172061 

jC-atXLIB327402P2d07al 

BLASTX 

gll72977 

153 

5.0e-10 

49 

65 

60S RIBOSOMAL PROTEIN 
ribosomal protein L18 



L18 >gi_606970 (U15741) cytoplasmic 
[Arabidopsis thaliana] 



172062 

jC-atXLIB327 4 02P2dllal 

BLASTN 

g2656026 

113 

1.0e-56 

308 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDF20 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172063 

jC-atXLIB3274 02P2e02al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



23536 



Seq. No. 


172064 


Seq. ID 


jC-atXLIB327 402P2e05al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


56 


E value 


1.0e-22 


Match length 


64 


% "i dpn t *i t v 

O JL- 11 L U J/ 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope 




gene, partial cds 


Seq. No. 


172065 


Seq. ID 


jC-atXLIB327 4 02P2f01al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


53 


E value 


9. 0e-21 


Mstnh 1 pncrth 

L -id L. Oil J_ C. 1 1 >-j Lll 


61 


Sr -j Hpnt" i t* v 


97 


NCBI Descriotion 


HIV-1 strain M02 from USA, envelope 




gene, partial cds 


Sea. No. 


172066 


Seq. ID 


jC-atXLIB327 402P2f 03al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


T^. "tra 1 hp 

ill V CL JL U.C 


4 Oe-23 


M^'hnh "I pth n1~ h 

17-1 CI _L v3 J. L.11 


61 


% i dent i t v 


98 




Cnciimi ^ safi vi]^ ttiRNA for cat at in— li 


Seq. No. 


172067 


Seq. ID 


jC-atXLIB327 4 02P2f 04al 


Mpf h od 

i ic; ui iv^A 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


57 


E value 


3 . 0e-23 


M3t"ph 1 pncrtri 


65 




97 


NCBI Description 


HIV-1 strain M02 from USA, envelope 




gene, partial cds 


Seq. No. 


172068 


Seq. ID 


jC-atXLIB3274 02P2f 05al 


Method 


BLASTX 


NCBI GI 


g3980413 


BLAST score 

i—J _LJ jTa W X tJ O W J- V— * 


49 


Fr Vr5 1 11 P 
J__t v CL J— \*JL *ZZ 


2 . 0e-19 




141 


% identity 


43 


NCBI Description 


(AC004561) pumilio-like protein [Ar 


Seq. No. 


172069 


Seq. ID 


jC-atXLIB3274 02P2f Hal 


Method 


BLASTN 


NCBI GI 


g4757662 



(env) 



23537 



® 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



221 

1.0e-121 

435 
96 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172070 

jC-atXLIB327 4 02P2fl2al 

BLASTN 

g3885325 

92 

5.0e-44 

388 
86 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172071 

jC-atXLIB327 4 02P2g0 9al 

BLASTN 

g2462264 

50 

6.0e-19 

62 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
172072 

jC-atXLIB3274 02P2h02al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172073 

jC-atXLIB327402P2h04al 

BLASTN 

g3738275 

414 

0. 0e+00 

438 

99 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172074 

jC-atXLIB3274 02P2h05al 

BLASTN 

g3449322 

300 

1.0e-168 

423 

96 



23538 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172075 

jC-atXLIB327402P2h07al 

BLASTN 

g2462264 

44 

2.0e-15 

52 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172076 

jC-atXLIB327 402P2h09al 

BLASTN 

g2462264 

55 

5.0e-22 

55 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172077 

jC-atXLIB327 4 02P2hl0al 

BLASTX 

g3851636 

246 

8.0e-21 

111 

47 

(AF098519) unknown [Avicennia marina] >gi__4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172078 

jC-atXLIB327402P2hl2al 

BLASTN 

g4589439 

99 

3.0e-48 

167 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQM1, complete sequence 

172079 

jC-atXLIB327402P3a05al 

BLASTN 

g4519197 

52 

1.0e-20 

129 
60 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MTC11, complete sequence 



Seq. No. 



172080 



23539 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB3274 02P3a07al 

BLASTN 

g4096078 

72 

3.0e-32 

247 

83 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172081 

jC-atXLIB327402P3a09al 

BLASTN 

g2290120 

35 

4.0e-10 

39 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172082 

jC-atXLIB327402P3allal 

BLASTX 

gl769905 

87 

3.0e-12 

79 
56 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex 
[Arabidopsis thaliana] 



(OEC) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172083 

jC-atXLIB327402P3al2al 

BLASTN 

g540252 

34 

2.0e-09 

38 
97 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
172084 

jC-atXLIB327402P3b05al 

BLASTN 

g531828 

40 

5.0e-13 

92 
91 

Cloning vector pSportl, complete cds 
172085 

jC-atXLIB327402P3b06al 

BLASTN 

g2290120 

34 



23540 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-09 

34 
100 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



172086 

jC-atXLIB3274 02P3b07al 

BLASTN 

g2494106 

82 

4.0e-38 

167 
92 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

172087 

jC-atXLIB327402P3b07bl 

BLASTN 

g2582640 

36 

9.0e-ll 

60 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172088 

jC-atXLIB327402P3c02al 

BLASTN 

g3269280 

61 

1.0e-25 

247 

89 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

172089 

jC-atXLIB327402P3c03al 

BLASTN 

g2462264 

49 

2.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172090 

jC-atXLIB327402P3c05bl 

BLASTN 

g2582640 

54 

2.0e-21 

74 

93 



23541 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172091 

jC-atXLIB327402P3cl2bl 

BLASTX 

g2129759 

199 

3.0e-15 

140 
36 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

172092 

jC-atXLIB327 402P3d02al 

BLASTN 

g2160155 

210 

1.0e-114 

442 

92 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

172093 

jC-atXLIB327 4 02P3d04al 

BLASTX 

g4455369 

106 

5.0e-12 

114 

43 

(AL035524) hypothetical protein [Arabidopsis thaliana] 
172094 

jC-atXLIB327402P3d08al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172095 

jC-atXLIB327 402P3d09bl 

BLASTX 

g3212879 

188 

6.0e-14 
57 
74 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



23542 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172096 

jC-atXLIB327 4 02P3dllal 

BLASTX 

g3935158 

598 

4.0e-62 

149 

82 

(AC004557) F17L21.1 [Arabidopsis thaliana] 



172097 

jC-atXLIB327402P3dl2bl 

BLASTN 

g3080737 

50 

5.0e-19 

66 

94 

Arabidopsis thaliana pasticcino 1-A 
cds 



(PAS 1-A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172098 

jC-atXLIB3274 02P3e04bl 

BLASTN 

g2582640 

40 

5.0e-13 
71 

90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172099 

jC-atXLIB3274 02P3e06bl 

BLASTN 

g2582640 

53 

1.0e-20 

77 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



172100 

jC-atXLIB327402P3ellal 

BLASTN 

g2289960 

38 

8.0e-12 

54 

93 

Arabidopsis thaliana GTPase AtRAB8 
cds 



(atrab8) mRNA, complete 



Seq. No. 
Seq. ID 

Method 



172101 

jC-atXLIB3274 02P3ellbl 
BLASTX 



23543 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl370198 
339 

1.0e-31 

92 
76 

(Z73948) RAB8E [Lotus japonicus] 
172102 

jC-atXLIB327 4 02P3e!2bl 

BLASTN 

g2582640 

53 

9.0e-21 

69 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172103 

jC-atXLIB3274 02P3f02al 

BLASTN 

g4096078 

111 

2.0e-55 

442 

90 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

172104 

jC-atXLIB327402P3f02bl 

BLASTN 

g4096078 

47 

3.0e-17 

95 
88 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172105 

jC-atXLIB3274 02P3f07al 

BLASTN 

g2462264 

42 

3.0e-14 

54 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
172106 

jC-atXLIB327402P3f07bl 

BLASTN 

g3600062 

76 

2.0e-34 
154 



23544 



% identity 95 

NCBI Description Arabidopsis thaliana BAC T25C13 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172107 

jC-atXLIB327402P3f08bl 

BLAST N 

g2582640 

46 

1.0e-16 

70 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172108 

jC-atXLIB327402P3fl0al 

BLASTN 

g4490717 

172 

9.0e-92 

442 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

172109 

jC-atXLIB327402P3g04al 

BLASTX 

gll73624 

134 

6.0e-10 

64 

58 

(U34744) cytochrome P-450 [Phalaenopsis sp. 'hybrid 
SM9108 ' ] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172110 

jC-atXLIB327402P3g06al 

BLASTN 

g4415928 

223 

1.0e-122 

444 
98 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172111 

jC-atXLIB327402P3g08bl 

BLASTN 

g531828 

39 

2.0e-12 

59 
92 

Cloning vector pSportl, 



complete cds 



23545 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172112 

jC-atXLIB327402P3gl0al 

BLASTN 

g2760171 

121 

2.0e-61 

343 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


172113 


Seq. ID 


jC-atXLIB327402P3h02al 


Method 


BLASTX 


NCBI GI 


g4204315 


BLAST score 


226 


S value 


2.0e-18 


Match length 


85 


% identity 


46 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Sea No. 


172114 


Seq. ID 


jC-atXLIB327402P3h06al 


Method 


BLASTN 


NCBI GI 


g3449323 


RTiAST score 

LJ XJ.T3.lw' X lJUvJIU 


102 


F. V3 1 1 1 e 


5 Oe-50 


Malrb 1 P i nrr1~h 


201 


% identity 


91 


NCBI Descriotion 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cloi 




MZA15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


172115 


Seq. ID 


jC-atXLIB327402P3h07al 


Method 


BLASTX 


NCBI GI 


g3451074 


BLAST score 


109 


E value 


4.0e-46 


Match length 


136 


% identity 


67 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


172116 


Seq. ID 


jC-atXLIB327402P3h08al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


56 


E value 


1.0e-22 


Match length 


60 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 172117 

Seq. ID jC-atXLIB327402P3h09al 

Method BLASTN 

NCBI GI g4519192 

BLAST score 49 



23546 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-18 

89 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 

172118 

jC-atXLIB3274 02P3hllal 

BLASTN 

g4027862 

104 

3.0e-51 

321 

88 

Arabidopsis thaliana chromosome 1 BAC T7A14 sequence, 
complete sequence [Arabidopsis thaliana] 

172119 

jC-atXLIB327402P4b04bl 

BLASTN 

g2288979 

63 

9.0e-27 

118 

89 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172120 

jC-atXLIB327 4 02P4d07al 

BLASTN 

g2618600 

69 

2.0e-30 

223 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDC12, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



172121 

jC-atXLIB327402P4d07bl 

BLASTN 

g2618600 

63 

1.0e-26 

111 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDC12, complete sequence [Arabidopsis thaliana] 

172122 

jC-atXLIB327402P4dl0bl 

BLASTN 

g2618602 

84 

2.0e-39 
142 



PI clone 



23547 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

172123 

jC-atXLIB327402P4el0al 

BLASTN 

gl877523 

67 

3.0e-29 

127 

90 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

172124 

jC-atXLIB327402P4el2bl 

BLASTN 

gl877523 

125 

1.0e-63 

342 
78 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172125 

jC-atXLIB327402P4f02al 

BLASTN 

g4220645 

242 

1.0e-133 

333 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172126 

jC-atXLIB327 4 02P4f02bl 

BLASTN 

g4220645 

254 

1.0e-141 

334 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172127 

jC-atXLIB327402P4fl0al 

BLASTN 

g2618602 

35 

4.0e-10 

75 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 



23548 



MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172128 

jOatXLIB327402P4g01bl 

BLASTN 

g2582640 

50 

5.0e-19 

54 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172129 

jC-atXLIB327402P4h04bl 

BLASTN 

g2582640 

49 

2.0e-18 

64 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172130 

jC-atXLIB327402P4h08bl 

BLASTN 

g4531433 

72 

4.0e-32 

232 

88 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

172131 

jC-atXLIB3274 03Pla04al 

BLASTN 

g2462264 

39 

2.0e-12 

63 
92 

Cucumis sativus mRNA for patatin-like protein, partial 
172132 

jC-atXLIB327403Plc04bl 

BLASTN 

g4567237 

146 

2.0e-76 

254 

91 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 



Seq. No. 



172133 



23549 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



jC-atXLIB327403Plc05bl 

BLASTN 

g2660661 

61 

1.0e-25 

299 
89 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172134 

jC-atXLIB3274 03Plc08bl 

BLASTX 

g3925363 

97 

1.0e-10 

70 
53 

(AF067961) homeodomain protein [Malus domestica] 
172135 

jC-atXLIB327403Plcllbl 

BLASTX 

g3176676 

116 

1.0e-27 

95 

74 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA5 97734 come from this gene. [Arabidopsis thaliana] 

172136 

jC-atXLIB327403Plcl2al 

BLASTN 

g3449330 

74 

3.0e-33 

238 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14, complete sequence [Arabidopsis thaliana] 

172137 

jC-atXLIB327403Pld06bl 

BLASTX 

g2738248 

295 

1.0e-43 

129 
78 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

172138 

jC-atXLIB327403Pld07bl 
BLASTN 



23550 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4584841 
37 

2.0e-ll 

45 

96 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

172139 

jC-atXLIB3274 03Pld09bl 

BLASTN 

g3047100 

64 

2.0e-27 

174 

91 

Arabidopsis thaliana BAC F6N23 



172140 

jC-atXLIB327 4 03Ple02bl 

BLASTX 

g4154281 

162 

1.0e-ll 

39 
72 

(AF082347) C13 endopeptidase 



NP1 precursor [Zea mays] 



172141 

jC-atXLIB327403Plg05bl 

BLASTN 

g4580744 

67 

3.0e-29 

210 

76 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172142 

jC-atXLIB3274 03Plg08bl 

BLASTN 

g4580386 

93 

1.0e-44 

372 
92 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 

172143 

jC-atXLIB327403Plg09bl 

BLASTN 

g3420042 

65 

2.0e-28 
128 



23551 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172144 

jC-atXLIB327403Plh02bl 

BLASTN 

g3176693 

62 

3.0e-26 

78 
94 

Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172145 

jC-atXLIB327403Plhl2al 

BLASTX 

g4678939 

229 

7.0e-19 

75 
60 

(AL049711) putative protein [Arabidopsis thaliana] 



172146 

jC-atXLIB327403P3a02al 

BLASTN 

g2618602 

102 

5.0e-50 

204 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172147 

jC-atXLIB327403P3a02bl 

BLASTN 

g2618602 

96 

2.0e-46 

300 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172148 

jC-atXLIB327403P3a09al 

BLASTN 

g3873174 

39 

9.0e-13 

47 

96 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



23552 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172149 

jC-atXLIB327 4 03P3alla2 

BLAST N 

g2462264 

56 

1.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172150 

jC-atXLIB327403P3al2b2 

BLASTX 

g2440035 

156 

5.0e-66 

129 

98 

(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172151 

jC-atXLIB327 403P3b02b2 

BLASTN 

g2582640 

41 

1.0e-13 

73 
89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172152 

jC-atXLIB3274 03P3b08a2 

BLASTN 

g2462264 

49 

2.0e-18 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172153 

jC-atXLIB327403P3b09a2 

BLASTN 

g3128136 

133 

1.0e-68 

360 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



172154 

jC-atXLIB327403P3bl2al 

BLASTN 

g3449322 



23553 



BLAST score 


• # 

4 y 


E value 


1.0e-18 


Match length 


102 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172155 

jC-atXLIB327403P3bl2bl 

BLASTN 

g3449322 

123 

1.0e-62 

371 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172156 

jC-atXLIB327403P3c08bl 

BLASTX 

g4585876 

138 

2.0e-13 

111 
44 

(AC005850) 
thaliana] 



Putative serine/threonine kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172157 

jC-atXLIB3274 03P3c08b2 

BLASTX 

g3941543 

293 

5.0e-31 

112 

72 

(AF069497) pelota [Arabidopsis thaliana] 

>gi__44 69016_emb_CAB38277_ (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 

172158 

jC-atXLIB327403P3cl0bl 

BLASTN 

g3451055 

90 

7.0e-43 

205 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

172159 

jC-atXLIB3274 03P3d03a2 

BLASTN 

g4325352 

156 



23554 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3.0e-82 

388 
91 

Arabidopsis thaliana BAC F5K24 
172160 

jC-atXLIB327403P3d04bl 

BLASTX 

g2076884 

173 

2.0e-12 
41 

83 

(U90522) lysine- ketoglutarate reductase /saccharopine 
dehydrogenase [Arabidopsis thaliana] 

172161 

jC-atXLIB327403P3dllbl 

BLASTN 

g3869065 

114 

3.0e-57 

118 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

172162 

jC-atXLIB327 4 03P3dl2a2 

BLASTN 

g2924651 

247 

1.0e-136 

389 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 

172163 

jC-atXLIB3274 03P3e03al 

BLASTN 

g2288979 

90 

7.0e-43 

212 

95 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172164 

jC-atXLIB327 4 03P3e03bl 

BLASTX 

g2289010 

322 

8.0e-30 

71 
90 



23555 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002335) FKBP type peptidyl-prolyl cis-trans isomerase 
isolog [Arabidopsis thaliana] 

172165 

jC-atXLIB327403P3e06al 

BLASTN 

g3860242 

40 

5.0e-13 

56 
93 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172166 

jC-atXLIB3274 03P3e08al 

BLASTN 

g4713943 

49 

2.0e-18 

79 
90 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172167 

jC-atXLIB327403P3el2a2 

BLASTN 

g2462264 

50 

5.0e-19 

50 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172168 

jC-atXLIB327403P3f01b2 

BLASTN 

g2564050 

35 

6.0e-10 

174 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA2 2 , complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172169 

jC-atXLIB327403P3f07bl 

BLASTN 

g4733952 

55 

2.0e-22 

91 
94 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 



23556 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172170 

jC-atXLIB327403P3fl2al 

BLASTX 

g2129533 

250 

1.0e-23 

70 
89 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb__CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172171 

jC-atXLIB327 403P3g04a2 

BLASTN 

g4165340 

270 

1.0e-150 

390 
96 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172172 

jC-atXLIB327403P3g09bl 

BLASTN 

g3985933 

68 

9.0e-30 

144 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9E15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172173 

jC-atXLIB327403P3h01bl 

BLASTN 

g3449334 

47 

3.0e-17 

58 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172174 

jC-atXLIB327 4 03P3h02bl 

BLASTX 

gl335862 

203 

2.0e-16 

50 

74 

(U42608) clathrin heavy chain [Glycine max] 



Seq. No. 
Seq. ID 



172175 

jC-atXLIB327403P3h03a2 



23557 



Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


56 


F V;a 1 lip 

Hi VCIJ.UC 


1.0e-22 


Match length 


64 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


172176 


Seq. ID 


jC-atXLIB327403P3h03bl 


Method 


BLASTX 


NCBI GI 


gl093327 


BLAST score 


121 


E value 


3. Oe-11 


Match length 


73 


% identity 


55 


NCBI Description 


mitotic centromere-associated kinesin [Cricetulus griseus] 


Seq. No. 


172177 


Seq. ID 


jC-atXLIB327 4 03P3h07bl 


Mp+~ Vi oH 


BLASTN 


NCBI GI 


g2618603 


BLAST score 


59 


i_i v ci _i_ m.<3 


8 Oe-25 


Malrh 1 on rrl - h 


89 


%. "1 HoTlt" 1 t~ \/ 
O _HJ.CU.ll — l uy 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MSL3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


172178 


Seq. ID 


jC-atXLIB3274 03P3h07b2 


Method 


BLASTX 


NCBI GI 


g3201623 


J-J_L_l.TT.kJ J. O V_- \y J_ ^ 


799 


"R 1 np 


1 . Oe-85 


M^"hpht 1 pnrrth 

1 -Id LV^<11 _L SI; J. J. \^ Ull 


151 


% identity 


99 


NCBI Description 


(AC004 669) shaggy-like kinase dzeta [Arabidopsis thaliana] 


Spa. No. 


172179 


Seq. ID 


jC-atXLIB3274 03P3h09bl 


Method 


RT.ASTX 




al 97041 


OLiri.O 1 o L_. W -L <C. 


238 


*R va 1 np 


7 Oe-20 


Match length 


44 


% identity 


95 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 


ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 




>gi 81647 pir JN0131 methionine adenosyltransf erase (EC 




2.571.6) -Arabidopsis thaliana >gi_166872 (M55077) 




S-adenosylmethionine synthetase [Arabidopsis thaliana] 


Seq. No. 


172180 


Seq. ID 


jC-atXLIB3274 03P4d04al 


Method 


BLASTN 



23558 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3420043 
159 

3.0e-84 

255 

91 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172181 

jC-atXLIB327 4 03P4h07al 

BLASTN 

g3386593 

111 

1.0e-55 

213 

92 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172182 

jC-atXLIB327 4 04Plb06bl 

BLAST X 

g3228517 

189 

4.0e-18 

58 
88 

(AF007788) ETTIN [Arabidopsis thaliana] 
172183 

jC-atXLIB327 4 04Plc01al 

BLASTN 

g3128136 

122 

5.0e-62 

269 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 

172184 

jC-atXLIB327 4 04Plc02al 

BLASTN 

g2462264 

42 

3.0e-14 

54 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
172185 

jC-atXLIB327 4 04Plc03al 

BLASTN 

g4662609 

73 

7.0e-33 

128 



23559 



% identity 


78 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F10A5, 




complete sequence 


Seq. No. 


172186 


Seq. ID 


jC-atXLIB327404Plc04al 


Method 


BLASTN 


NCBI GI 


g2576360 


BLAST score 


82 


E value 


5.0e-38 


Match length 


102 


% identity 


95 


NCBI Description 


Arabidopsis thaliana lysine and histidine specific 




transporter iriRNA, complete cds 


Seq. No. 


172187 


Seq. ID 


jC-atXLIB3274 04Plc05al 


Method 


BLASTN 


NCBI GI 


g3335356 


BLAST score 


52 


E value 


1. 0e-20 


Match length 


141 


% identitv 


87 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16M14 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Sea. No. 


172188 


Seq. ID 


jC-atXLIB327404Plc06al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


42 


K vfl 1 up 


4 . Oe-14 


Match length 


65 


% identity 


92 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


172189 


Seq. ID 


jC-atXLIB327 404Plc07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


2.0e-15 


Match length 


52 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


172190 


Seq. ID 


jC-atXLIB327 4 04Plcllal 


Method 


BLASTN 


NCBI GI 


g3449329 


BLAST score 


89 


E value 


3.0e-42 


Match length 


179 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MDH9, complete sequence [Arabidopsis thaliana] 



23560 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172191 

jC-atXLIB3274Q4Pld01al 

BLASTN 

g4510392 

61 

1.0e-25 

173 

89 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172192 

jC-atXLIB327404Pld05al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172193 

jC-atXLIB327404Ple04al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172194 

jC-atXLIB3274 04Plf01al 

BLASTN 

g4757409 

132 

6.0e-68 

355 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MVC8, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172195 

jC-atXLIB3274 04Plf06al 

BLASTX 

g4678948 

229 

8.0e-19 



57 

(AL049711) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172196 

jC-atXLIB3274 04Plf07al 

BLASTN 

g2462264 



23561 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

1.0e-10 

63 
90 

Cucumis sativus mRNA for patatin-like protein, partial 
172197 

jC-atXLIB327 4 04Plfl0al 

BLASTN 

g531828 

36 

1.0e-10 

44 
95 

Cloning vector pSportl, complete cds 
172198 

jC-atXLIB327404Plg04al 

BLASTN 

g2462264 

41 

1.0e-13 

53 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172199 

jC-atXLIB3274 04Plg07al 

BLASTN 

gl532270 

90 

7.0e-43 

230 
93 

Arabidopsis thaliana mRNA for 

deltal-pyrroline-5-carboxylate synthase, complete cds 
172200 

jC-atXLIB327404Plg08al 

BLASTN 

g3341671 

36 

8.0e-ll 

114 

88 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172201 

jC-atXLIB327404Plg09al 

BLASTN 

g2462264 

51 

1.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



23562 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172202 

jC-atXLIB327404P2bl2bl 

BLASTN 

g4756963 

46 

7.0e-17 

65 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



172203 

jC-atXLIB327404P2cl0bl 

BLASTN 

g3985958 

190 

1.0e-102 

393 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



172204 

jC-atXLIB3274 04P2glObl 

BLASTX 

gl346194 

277 

1.0e-72 

147 

92 

GLUTATHIONE REDUCTASE, CYTOSOLIC (GR) (GRASE) (OBP29) 
>gi_1022797 (U37697) glutathione reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172205 

jC-atXLIB327404P2gl2bl 

BLASTX 

gl711513 

616 

3.0e-64 

129 

94 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 3 (SRP54) 
>gi_515681 (U12127) signal recognition particle 54 kDa 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172206 

jC-atXLIB3274 04P3cllal 

BLASTN 

g4063735 

72 

1.0e-32 

102 

95 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60. 
cM, complete sequence [Arabidopsis thaliana] 



23563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172207 

jC-atXLIB327404P3d06al 

BLASTN . 

g2462264 

52 

4.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172208 

jC-atXLIB327404P3d08al 

BLASTX 

g3395440 

397 

2.0e-38 

154 
47 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
172209 

jC-atXLIB327404P3e05al 

BLASTX 

g4056433 

238 

1.0e-19 

120 
43 

(AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb X60376 from Brassica napus . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172210 

jC-atXLIB327404P3e08al 

BLASTN 

g3080430 

347 

0.0e+00 

362 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 
(ESSAII project) 

172211 

jC-atXLIB3274 04P3g06al 

BLASTN 

g2462264 

55 

5.0e-22 

59 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172212 

jC-atXLIB3274 04P3g08al 

BLASTN 

g3281847 



23564 



BLAST score 

E value 

Match length 

-% identity 

NCBI Description 



137 

4.0e-71 

185 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28M20 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172213 

jC-atXLIB327404P3gl0al 

BLASTN 

g2462264 

39 

2.0e-12 

39 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172214 

jC-atXLIB327404P3h03al 

BLASTN 

g531828 

50 

7.0e-19 

61 
97 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172215 

jC-atXLIB3274 04P3hl0al 

BLASTX 

g4588001 

206 

5.0e-16 
76 
52 

(AF085279) 
thaliana] 



hypothetical Ser-Thr protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172216 

jC-atXLIB3274 04P3hllal 

BLASTX 

g4467159 

340 

1.0e-31 



76 

(AL035540) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172217 

jC-atXLIB3274 04P4a03bl 

BLASTX 

g4585882 

348 

1.0e-32 
141 

57 

(AC005850) PSI type III chlorophyll a/b-binding protein 



23565 



# 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172218 

jC-atXLIB3274 04P4a08bl 

BLASTX 

g2598227 

414 

1.0e-40 

103 

82 

(AJ222585) AT-hook protein 



1 [Arabidopsis thaliana] 



172219 

jC-atXLIB327404P4b02bl 

BLASTN 

g2582640 

46 

2.0e-16 

53 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172220 

jC-atXLIB3274 04P4b03bl 

BLASTN 

g2582640 

46 

1.0e-16 

54 
96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



172221 

jC-atXLIB3274 04P4bl2al 

BLASTN 

g2760165 

110 

6.0e-55 

271 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172222 

jC-atXLIB327404P4c02al 

BLASTN 

g2924733 

124 

4 .Oe-63 

241 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 



172223 



23566 



Seq. ID 


jC-atXLIB327404P4c08al 


Method 


BLASTN 


NCBI GI 


g540252 


BLAST score 


41 


E value 


7.0e-14 


Match length 


49 


% Identity 


96 


NCBI Description 


Cloning vector pSVSportl beta - lactamase gene, complete cds 


Seq. No. 


172224 


Seq. ID 


jC-atXLIB3274 04P4cllal 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


2 . Oe-15 


Match length 


48 


% identity 


98 


NCBI Description 


CucnTni s ci3"t" i vn ^ mRNA "Pot fafi n- lilcp riTotpi n n^Tfi al 

^ JL. ij k_> d 1 1- V Uu iLLJ-\LN^l J- v> ±. a I— CL \ Lll _l — £j J_ V_/ l_ "3 -1_ J. 1 ^ J--/ d J_ J_ CI J_ 


Seq. No. 


172225 


Seq. ID 


jC-atXLIB3274 04P4d07bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


59 


E value 


3. Oe-24 


Match length 


71 


O lUCHOi L J 


96 


NCRT DaQpr-j nt" i on 


AT^hi H q -1 o "hH^IHaTiA tyi RNT A f 3rrri ninp/^prTriP — ri rh <?n1 i pi nrr 

ill Cl _L UW^ O _l_ O U-l ICL-L J_ Cli Id iLLJALilXT. J_ W -L d i_ y_Lll_Lll'C- / OCI L J.U11 J J-liy 




f spf or RSn4D 


Seq. No. 


172226 


Seq. ID 


jC-atXLIB327404P4d09al 


Method 


BLASTX 


NCBI GI 


g3617741 


BLAST score 


173 


K va "1 hp 


3 . Oe-12 




55 


% i dpnt i t v 


65 


NCBI Description 


(AC0056871 L3 cvtODlasniic ri hjn^OTna 1 nrnf pi n f ATah>i rinncii s 




th^l i anal 

Lll CL J LClllCt. J 


Seq. No. 


172227 


Seq. ID 


jC-atXLIB327404P4dl2al 


Method 


BLASTN 


NCBI GI 


g2351061 


BLAST score 


103 


E value 


1 . Oe-50 


Match lencrth 

Jl -X Lvi L- ^ X -I J- A X LI 1 


243 


Sr "i Hpnt "i t" v 




NCBI Description 


A"T^h i tions is 1"h^ 1 i ^tip crf^n nm i r* DNA ph rnTmn^nnnp S Pi r* 1 nnp * 

ill Ol >w> _l_ \-CW^/ _L o UllU J — L CLI Id v-j Ci 1 WILL _L LJ L\FV f 1 X. Will W O WJ.LIC Jt J. UXwl 1~ . 




L v irt.r ± 3? , l omp J. t; u t; sequence [/iraijiQopsis unaxranaj 


Seq. No. 


172228 


Seq. ID 


jC-atXLIB3274 04P4e02al 


Method 


BLASTN 


NCBI GI 


g540252 


BLAST score 


44 



23567 



o 



F, va 1 up 

j_j v a jl. w 


2 . Oe-15 




Mp'hr'h 1 pfirrfh 

LA 0 L- ^ 11 LU 


48 




% identitv 


98 




NPRT Daqprint i on 


Plonincr ventor nSVSnortl arfamasp 

n_< -L Willi 1 y V \^ O l_ ^/JL <J V O £V \_/ -L L. J- w L- CI -L- (_A L- tAHLO. O * — ■ 


gene / 


Seq. No. 


172229 




Seq. ID 


jC-atXLIB327 404P4e03al 




Method 


BLASTN 




NCBI GI 


g540252 




BLAST score 


42 
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NCBI Description 


Cloning vector pSVSportl beta— lactamase 


gene , 


Seq. No. 


172230 




Seq. ID 


jC-atXLIB327 4 04P4e08al 




Method 


BLASTN 




NCBI GI 


g3757512 




BLAST score 


167 




F. \TPi 1 np 
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Arabidopsis thaliana chromosome II BAC 


F12A24 




sequence, complete sequence [Arabidopsis thai 


Sea No 


172231 




Seq. ID 


jC-atXLIB3274 04P4el0al 




Method 


BLASTX 




NCBI GI 


g99743 




BLAST score 


375 




E value 


7.0e-36 




Match length 


94 




% identity 


80 





NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2-dehydro-3-deoxyphosphoheptonate aldolase 
- Arabidopsis thaliana 



(EC 4.1.2.15) 2 



172232 

jC-atXLIB3274 04P4el2al 
BLASTN 

g2290120 \ 
48 

9.0e-18 

48 

100 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 

172233 

jC-atXLIB327404P4el2bl 

BLASTX 

g4539601 

155 

3.0e-10 

52 

54 

(AL049522) serine/threonine-protein kinase 



(env) 



23568 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Schizosaccharomyces pombe] 
172234 

jC-atXLIB327404P4f02al 

BLAST N 

g2290120 

34 

1.0e-09 

42 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172235 

jC-atXLIB327 4 04P4f0 6al 

BLASTN 

g600854 

58 

6.0e-24 

114 
94 

Arabidopsis thaliana bZIP protein mRNA, complete cds 
172236 

jC-atXLIB327 4 04P4f07al 

BLASTN 

g531828 

41 

8.0e-14 

45 
98 

Cloning vector pSportl, complete cds 
172237 

jC-atXLIB327404P4f08bl 

BLASTX 

g2651310 

309 

3.0e-28 

129 

44 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172238 

jC-atXLIB3274 04P4f0 9al 

BLASTN 

g531828 

53 

1.0e-20 

53 

100 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 
Method 



172239 

jC-atXLIB327404P4fl0al 
BLASTN 



23569 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 
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NCBI GI 

BLAST score 
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Match length 

% identity 

NCBI Description 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g540252 
48 

1.0e-17 

48 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



172240 

jC-atXLIB3274 04P4f!2al 

BLASTN 

g540252 

50 

6.0e-19 

50 
100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



172241 

jC-atXLIB3274 04P4g04al 

BLASTN 

g3241939 

89 

2.0e-42 

268 
81 

Arabidopsis thaliana chromosome II BAC T26J13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172242 

jC-atXLIB327404P4g05al 

BLASTN 

g2462264 

51 

2.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172243 

jC-atXLIB327404P4g06al 

BLASTN 

g2462264 

40 

4.0e-13 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172244 

jC-atXLIB327404P4g07bl 

BLASTN 

gll84984 

78 

1.0e-35 

106 
94 

Arabidopsis thaliana GTP-binding protein ATGB3 mRNA, 



23570 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172245 

jC-atXLIB327404P4gl0al 

BLASTX 

gl345973 

122 

8.0e-10 

53 
74 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_4 71091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_11977 95_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172246 

jC-atXLIB327404P4gl2al 

BLASTN 

gl6553 

104 

3.0e-51 

223 
97 

A. thaliana mRNA for eukaryotic translation initiation 
factor 4A-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172247 

jC-atXLIB3274 04P4h05al 

BLASTN 

g2760168 

88 

1.0e-41 

183 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172248 

jC-atXLIB327404P4h08al 

BLASTN 

g3510345 

64 

3.0e-27 

220 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172249 

jC-atXLIB327404P4h09al 

BLASTN 

g2290120 



23571 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

6.0e-16 

61 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



172250 

jC-atXLIB327404P4hllal 

BLASTX 

g2632103 

49 

2.0e-16 

66 
76 

(Z98759) arginyl-tRNA synthetase 



[Arabidopsis thaliana] 



172251 

jC-atXLIB3274 05Pla0 9a2 

BLASTN 

g3449325 

70 

6.0e-31 

256 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K16H17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172252 

jC-atXLIB327405Plb02b2 

BLASTN 

g2924768 

60 

6.0e-25 

121 

89 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172253 

jC-atXLIB327405Plb03bl 

BLASTN 

g4539415 

44 

9.0e-16 
91 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172254 

jC-atXLIB327405Plb04a2 

BLASTN 

g4589430 

99 

2.0e-48 

195 



23572 



% identity 

NCBI Description 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 
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NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Arabidopsis thaliana genomic DNA, 
MLD14, complete sequence 



chromosome 3, PI clone 



172255 

jC-atXLIB327405Plb04b2 

BLASTN 

g4589430 

93 

1.0e-44 

297 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MLD14 , complete sequence 

172256 

jC-atXLIB327 4 05Plb06a2 

BLASTN 

g2290120 

47 

3.0e-17 

47 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172257 

jC-atXLIB3274 05Plc03a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172258 

jC-atXLIB3274 05Plc05a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172259 

jC-atXLIB3274 05Plc07a2 

BLASTN 

g531828 

42 

3.0e-14 

45 
98 

Cloning vector pSportl, complete cds 



Seq. No. 



172260 



23573 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
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NCBI Description 
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NCBI GI 

BLAST score 
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Match length 

% identity 

NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



jC-atXLIB3274 05Plcl0a2 

BLASTN 

g3449317 

204 

l.Oe-111 

428 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKM21 , complete sequence [Arabidopsis thaliana] 

172261 

jC-atXLIB327 4 05Plcl0bl 

BLASTN 

g3449317 

57 

4.0e-23 

283 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKM21, complete sequence [Arabidopsis thaliana] 

172262 

jC-atXLIB3274 05Plcl2a2 

BLASTN 

g2462264 

50 

5.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172263 

jC-atXLIB3274 05Pld04a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172264 

jC-atXLIB327405Pld06a2 

BLASTN 

g3513725 

51 

1.0e-19 

51 
100 

Arabidopsis thaliana BAC F8M12 
172265 

jC-atXLIB3274 05Pld08a2 

BLASTN 

g2351073 

35 

5.0e-10 



23574 



Match length 

% identity 

NCBI Description 
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Method 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 
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NCBI Description 
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NCBI GI 

BLAST score 
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Match length 
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NCBI Description 
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Method 

NCBI GI 
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Match length 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

172266 

jC-atXLIB3274 05Pldl0a2 

BLASTN 

g2462264 

39 

1.0e-12 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172267 

jC-atXLIB327405Pldl0bl 

BLASTN 

g3128139 

59 

9.0e-25 
110 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

172268 

jC-atXLIB327405Ple02a2 

BLASTN 

g2462264 

52 

3.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172269 

jC-atXLIB327405Ple03bl 

BLASTN 

g2582640 

54 

2.0e-21 

73 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172270 

jC-atXLIB327405Ple05a2 

BLASTN 

gl255986 

85 

3.0e-40 

161 

88 

Arabidopsis thaliana GF14chi isoform (GRF1) gene, complete 
cds 



23575 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172271 

]C-atXLIB327405Plel0a2 

BLASTN 

g4757389 

173 

2.0e-92 

404 

53 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F1505, complete sequence 

172272 

jC-atXLIB327405Plel0bl 

BLASTN 

g2582640 

40 

6.0e-13 

60 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172273 

jC-atXLIB327405Plel2a2 

BLASTN 

g2462264 

36 

1.0e-10 

48 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172274 

jC-atXLIB327405Plel2b2 

BLASTN 

g2582640 

56 

1.0e-22 

68 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172275 

jC-atXLIB327405Plf03a2 

BLASTX 

g3122703 

295 

1.0e-26 

82 
76 

60S RIBOSOMAL PROTEIN L23A >gi__2641201 
protein L23a [Fritillaria agrestis] 



(AF031542 ) ribosomal 



Seq. No. 
Seq. ID 



172276 

jC-atXLIB327405Plf03b2 



23576 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

34 

2.0e-09 

64 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172277 

jC-atXLIB3274 05Plf06bl 

BLASTN 

g402551 

61 

1.0e-25 

85 
94 

A. thaliana gene for acetohydroxy acid isomeroreductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172278 

jC-atXLIB327 4 05Plfl0a2 

BLASTN 

g2462264 

57 

3.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172279 

jC-atXLIB327 405Plfllbl 

BLASTN 

g2335089 

60 

2.0e-25 

138 

96 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172280 

jC-atXLIB3274 05Plg06a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172281 

jC-atXLIB327405Plg08b2 

BLASTN 

g3540210 

67 

4.0e-29 
200 



23577 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ; identity 

NCBI Description 



90 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172282 

jC-atXLIB327405Plglla2 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172283 

jC-atXLIB327405Plh01a2 

BLASTN 

g2924654 

135 

1.0e-69 

266 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHK7, complete sequence [Arabidopsis thaliana] 

172284 

jC-atXLIB327405Plh09a2 

BLASTN 

g3298610 

81 

2.0e-37 

169 

87 

Arabidopsis thaliana BAC T2H3 
172285 

jC-atXLIB327405P2a05b2 

BLASTX 

g2829918 

288 

1.0e-25 

69 
75 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

172286 

jC-atXLIB327405P2a06al 

BLASTN 

g2980787 

410 

0.0e+00 

431 

99 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



23578 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



172287 

jC-atXLIB3274 05P2allal 

BLASTX 

g2809251 

621 

9.0e-65 

117 
98 

(AC002560) F21B7.20 [Arabidopsis thaliana] 
172288 

jC-atXLIB3274 05P2al2b2 

BLASTN 

g2582640 

39 

2.0e-12 

55 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172289 

jC-atXLIB327405P2b01al 

BLASTN 

g2462264 

47 

3.0e-17 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172290 

jC-atXLIB3274 05P2b03al 

BLASTN 

g2462264 

49 

2.0e-18 

61 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
172291 

jC-atXLIB3274 05P2b05al 

BLASTN 

g2462264 

52 

4.0e-20 

56 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172292 

jC-atXLIB3274 05P2b07al 

BLASTN 

g3250673 

131 

2.0e-67 



23579 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



387 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

172293 

jC-atXLIB327405P2b09al 

BLASTX 

gl703227 

203 

9.0e-16 

82 

50 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770__pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_4 69148_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 

172294 

jC-atXLIB327405P2b09b2 

BLASTX 

g3694807 

361 

3.0e-34 

142 

57 

(AF055898) alanine aminotransferase [Zea mays] 



172295 

jC-atXLIB327405P2bl2al 

BLASTX 

gl076668 

207 

3.0e-16 

39 
100 

NADH dehydrogenase (EC 1.6.99.3) 
>gi_639834_emb_CAA58823_ (X83999) 
[Solanum tuberosum] 



- potato 

NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



172296 

jC-atXLIB327405P2c01al 

BLASTN 

g2462264 

37 

3.0e-ll 

49 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172297 

jC-atXLIB327405P2c02al 

BLASTX 

gl737218 

167 

1.0e-ll 
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II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
48 

(U7 9959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 

172298 

jC-atXLIB327 4 05P2c03al 

BLASTN 

g4539309 

374 

0.0e+00 

426 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 

172299 

jC-atXLIB3274 05P2c04al 

BLASTN 

g2462264 

35 

5.0e-10 

43 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172300 

jC-atXLIB327 4 05P2c05al 

BLASTN 

g2264310 

284 

1.0e-158 

340 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 

172301 

jC-atXLIB3274 05P2c07b2 

BLASTN 

g2582640 

47 

3.0e-17 

55 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172302 

jC-atXLIB3274 05P2c08b2 

BLASTX 

gl762584 

112 

4.0e-05 

126 

24 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 



23581 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
172303 

jC-atXLIB327405P2c09al 

BLASTN 

g3510347 

91 

2.0e-43 

361 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

172304 

jC-atXLIB327 405P2c09b2 

BLASTN 

g3510347 

40 

5.0e-13 

111 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

172305 

jC-atXLIB327 405P2cl0b2 

BLASTN 

g3449317 

68 

1.0e-29 

255 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKM21, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172306 

jC-atXLIB3274 05P2cllal 

BLASTN 

g2290120 

49 

2.0e-18 

49 
100 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172307 

jC-atXLIB327405P2d02al 

BLASTN 

g4584531 

59 

2.0e-24 

103 
89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



23582 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172308 

jC-atXLIB3274 05P2d03b2 

BLASTN 

g2642152 

40 

5.0e-13 

84 
87 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172309 

jC-atXLIB327405P2d09b2 

BLASTN 

g3510347 

60 

6.0e-25 

103 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 

172310 

jC-atXLIB327405P2dllal 

BLAST X 

gl465735 

396 

2.0e-38 

112 

76 

(U44133) violaxanthin de-epoxidase precursor [Arabidopsis 
thaliana] >gi_3063441 (AC003981) F22013.3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172311 

jC-atXLIB327405P2e05b2 

BLASTN 

g2924734 

96 

2.0e-46 

343 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXE10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172312 

jC-atXLIB3274 05P2el2al 

BLASTX 

g231536 

364 

1.0e-34 

70 

100 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi__99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 



23583 



© 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_16394_emb_CAA45040_ (X63444 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

172313 

jC-atXLIB327405P2f02al 

BLASTN 

g3688169 

43 

8.0e-15 

148 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172314 

jC-atXLIB327 4 05P2f04al 

BLASTN 

g540252 

41 

1.0e-13 

53 
94 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172315 

jC-atXLIB327405P2f06al 

BLASTN 

g2462264 

42 

3.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



172316 

jC-atXLIB327405P2f06b2 

BLASTX 

g480450 

168 

1.0e-ll 

98 
43 

ketol-acid reductoisomerase (EC 1.1.1.86) 
thaliana >gi_402552_emb_CAA4 9506_ (X69880) 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172317 

jC-atXLIB32 74 05P2f07al 

BLASTN 

g2462264 

38 

8 .Oe-12 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



23584 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172318 

jC-atXLIB327 4 05P2f08al 

BLASTN 

g2290120 

53 

9.0e-21 

64 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



172319 

jC-atXLIB327 4 05P2f09al 

BLASTN 

g2462264 

53 

9.0e-21 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



172320 

jC-atXLIB327405P2g05al 

BLASTN 

g4589434 

215 

1.0e-117 

389 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ7, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 
Method 



172321 

jC-atXLIB327 4 05P2g08al 

BLASTN 

g2160155 

207 

1.0e-112 

428 
92 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

172322 

jC-atXLIB327405P2h02al 

BLASTN 

g3282170 

51 

1.0e-19 

123 
93 

Arabidopsis thaliana chromosome 1 BAC F8K4 
complete sequence [Arabidopsis thaliana] 

172323 

jC-atXLIB3274 05P2h04al 
BLASTN 



sequence, 



23585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462264 
49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172324 

jC-atXLIB327405P2hllal 

BLASTN 

g3241917 

60 

6.0e-25 

253 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172325 

jC-atXLIB3274 05P2hl2al 

BLASTN 

g2462264 

34 

2.0e-09 

50 
92 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172326 

jC-atXLIB3274 05P3a01al 

BLASTN 

g531828 

51 

1.0e-19 

51 

100 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172327 

jC-atXLIB3274 05P3alObl 

BLASTN 

g2760164 

66 

1.0e-28 

88 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172328 

jC-atXLIB3274 05P3al2bl 

BLASTN 

g2358139 

139 

3.0e-72 

298 



23586 



NCBI Description Arabidopsis thaliana chromosome 1 YAC yUP8H12 complete 
sequence [Arabidopsis thaliana] 



Seq. No. 


172329 


Seq. ID 


jC-atXLIB327405P3b02bl 


Luc T-XIUU. 
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Seq. No. 


172331 


Seq. ID 


^L-atXLlBoz /4UjrJClZai 


Method 


BLASTN 


NCBI GI 


gZ4 oz/o4 


bLAb i score 


DZ 


E value 


4 . ue-zo 
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Seq. No. 


172332 


Seq. ID 


jC-atXLIB327 4 05P3e06al 


Method 


BLASTX 


NCBI GI 


g480450 


BLAST score 


89 


E value 


1.0e-15 


Match length 


69 


% identity 


69 


NCBI Description 


ketol-acid reductoisomerase (EC 



1.1.1.86) 

thaliana >gi_402552_emb_CAA4 9506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



- Arabidopsis 
ketol-acid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172333 

jC-atXLIB327405P3f01bl 

BLASTN 

g3169169 

132 

6.0e-68 

313 
95 

Arabidopsis thaliana chromosome II BAC F21P24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23587 



Seq. No. 172334 

Seq. ID jC-atXLIB327405P3f03al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 52 

E value 4.0e-20 

Match length 5 6 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172335 

Seq. ID jC-atXLIB327405P3f08al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 52 

E value 4.0e-20 

Match length 56 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172336 

Seq. ID jC-atXLIB327405P3g03al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 38 

E value 8.0e-12 

Match length 54 

% identity 94 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172337 

Seq. ID jC-atXLIB327405P3g06al 

Method BLASTN 

NCBI GI g531828 

BLAST score 33 

E value 9.0e-09 

Match length 41 

% identity 95 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 172338 

Seq. ID jC-atXLIB327405P3g08al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 56 

E value 2.0e-22 

Match length 56 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172339 

Seq. ID jC-atXLIB327405P3h04bl 

Method BLASTN 

NCBI GI g2618599 

BLAST score 47 

E value 4.0e-17 

Match length 18 6 



23588 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

172340 

jC-atXLIB327405P3h05al 

BLASTN 

g531828 

56 

2.0e-22 

60 

98 

Cloning vector pSportl, complete cds 
172341 

jC-atXLIB327405P3h05bl 

BLASTN 

g2290179 

33 

8.0e-09 

40 

98 

HIV-1 strain H35 from USA, envelope glycoprotein (env) 
gene, partial cds 

172342 

jC-atXLIB327405P3h06al 

BLASTN 

g2462264 

53 

8.0e-21 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172343 

jC-atXLIB327405P3h09bl 

BLASTX 

gl706772 

449 

2.0e-44 

129 
74 

FARNESYL- DIPHOSPHATE FARNE S YLTRANS FERAS E (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNE SYLTRANSFE RASE) 

>gi_1076324_pir S54251 f arnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_7 98820_emb_CAA60385_ (X86692) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ (AL023094) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 



Seq. No. 



172344 
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II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 4 05P3hl2al 

BLASTX 

g2583124 

307 

7.0e-28 

90 

72 

(AC002387) 5-enolpyruvylshikimate-3-phosphate synthase 
(EPSP) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172345 

jC-atXLIB327405P4a03al 

BLASTN 

g2462264 

55 

6.0e-22 

63 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172346 

jC-atXLIB327405P4b06al 

BLASTN 

gl223909 

74 

3.0e-33 

315 

89 

Arabidopsis thaliana chaperonin-60 alpha subunit gene, 
nuclear gene encoding plastid protein, complete cds 

172347 

jC-atXLIB3274 05P4b09al 

BLASTN 

g3510347 

55 

6.0e-22 

83 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

172348 

jC-atXLIB3274 05P4bl0bl 

BLASTX 

g3600035 

157 

1.0e-18 

87 

64 

(AF080119) contains similarity to GTP-binding proteins 
[Arabidopsis thaliana] 

172349 

jC-atXLIB327405P4c03al 

BLASTN 

g2760171 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

1.0e-22 

136 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172350 

jC-atXLIB327405P4c05al 

BLASTN 

g2529657 

110 

9.0e-55 

271 

91 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172351 

jC-atXLIB327405P4c0 6bl 

BLASTN 

g3510339 

107 

6.0e-53 

225 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 

172352 

jC-atXLIB327 4 05P4c07bl 

BLASTN 

g2656031 

48 

3.0e-18 

126 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172353 

jC-atXLIB3274 05P4c0 9al 

BLASTN 

g2462264 

53 

1.0e-20 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172354 

jC-atXLIB3274 05P4c09bl 

BLASTN 

g531828 

49 

2.0e-18 
57 
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II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Cloning vector pSportl, complete cds 
172355 

jC-atXLIB327405P4d02al 

BLASTN 

g2462264 

53 

8.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



172356 

jC-atXLIB327 4 05P4d03bl 

BLASTN 

g2582640 

42 

2.0e-14 

64 

94 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



172357 

jC-atXLIB327 4 05P4d04al 

BLASTN 

g3132469 

79 

3.0e-36 

119 

92 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172358 

jC-atXLIB327405P4d07al 

BLASTN 

g2462264 

37 

3.0e-ll 

56 
91 

Cucumis sativus mRNA for patatin-like protein, partial 
172359 

jC-atXLIB327405P4d08al 

BLASTN 

g2462264 

50 

6.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172360 

jC-atXLIB327405P4d09al 



23592 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g2290120 

50 

5.0e-19 

66 
94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172361 

jC-atXLIB327405P4d09bl 

BLASTN 

g531828 

40 

5.0e-13 

44 
98 

Cloning vector pSportl, complete cds 
172362 

jC-atXLIB327405P4e01al 

BLASTN 

g2749918 

86 

2.0e-40 

145 

90 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172363 

jC-atXLIB327 4 05P4e03al 

BLASTN 

g2462264 

52 

4.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172364 

jC-atXLIB327 4 05P4e0 4al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172365 

jC-atXLIB327405P4e05al 

BLASTN 

g4454022 

103 

1.0e-50 

291 



23593 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 

172366 

jC-atXLIB327405P4e05bl 

BLASTN 

g4454022 

35 

5.0e-10 

229 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 

172367 

jC-atXLIB327 4 05P4e06al 

BLASTN 

g2462264 

38 

9.0e-12 

53 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
172368 

jC-atXLIB327405P4el0al 

BLASTN 

g2462264 

53 

9.0e-21 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172369 

jC-atXLIB3274 05P4ellbl 

BLASTN 

g3319885 

139 

3.0e-72 

281 

88 

Arabidopsis thaliana mRNA for PRT1 protein 
172370 

jC-atXLIB327405P4f01al 

BLASTN 

g531828 

44 

2.0e-15 

52 

96 

Cloning vector pSportl, complete cds 
172371 

jC-atXLIB327405P4f02al 



23594 



Method BLASTN 

NCBI GI g2462264 

BLAST score 35 

E value 5.0e-10 

Match length 51 

% identity 94 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172372 

Seq. ID jC-atXLIB327405P4f03al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 50 

E value 6.0e-19 

Match length 54 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172373 

Seq. ID jC-atXLIB327405P4f05al 

Method BLASTN 

NCBI GI gl66933 

BLAST score 54 

E value 2.0e-21 

Match length 94 

% identity 90 

NCBI Description A.thaliana ubiquitin extension protein (UBQ5) gene, 
complete cds 

Seq. No. 172374 

Seq. ID jC-atXLIB327405P4f06al 

Method BLASTN 

NCBI GI g288062 

BLAST score 85 

E value 7.0e-40 

Match length 142 

% identity 8 9 

NCBI Description A.thaliana mRNA for ketol-acid reductoisomerase subunit 

Seq. No. 172375 

Seq. ID jC-atXLIB327405P4f06bl 

Method BLASTN 

NCBI GI g402551 

BLAST score 41 

E value 2.0e-13 

Match length 57 

% identity 93 

NCBI Description A.thaliana gene for acetohydroxy acid isomeroreductase 

Seq. No. 172376 

Seq. ID jC-atXLIB327405P4f07al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 53 

E value 1.0e-20 

Match length 57 

% identity 98 



23595 



II 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172377 

jC-atXLIB327405P4fl0al 

BLASTN 

g2462264 

45 

5.0e-16 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172378 

jC-atXLIB327405P4g01al 

BLASTN 

g2244950 

53 

6.0e-21 

111 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

172379 

jC-atXLIB327405P4g02al 

BLASTN 

g2062153 

120 

9.0e-61 

61 

95 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172380 

jC-atXLIB327 405P4g03al 

BLASTN 

g2618599 

92 

6.0e-44 

163 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172381 

jC-atXLIB327 405P4g04al 

BLASTN 

g2828187 

80 

7.0e-37 

148 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 



Seq. No. 



172382 



23596 



Seq. ID 


jC-atXLIB327405P4g06al 


Method 


BLASTN 


NCBI GI 


g2226430 


DltnO 1 £>UUL C 


33 


TT T7*r5 1 IIP 

J_l V CI. -L. 


1. Oe-08 


MsiT'h 1 pnrr1~h 


37 


% "i Hpn t it - v 


97 


NCBI Descriotion 


Mus saxicola haptoglobin mRNA, complete cds 


Seq. No. 


172383 


Seq. ID 


jC-atXLIB327405P4g07al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


50 


E value 


6.0e-19 


Match length 


61 


% identity 


95 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein 



gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172384 

jC-atXLIB327405P4g07bl 

BLASTX 

g2828012 

202 

8.0e-18 

80 
60 

(AF036891) starch synthase I 



precursor [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172385 

jC-atXLIB327405P4g09al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172386 

jC-atXLIB3274 05P4gl0al 

BLASTX 

g2245085 

151 

9.0e-18 

78 
76 

(Z97343) lactate dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172387 

jC-atXLIB327405P4gllal 

BLASTN 

gl931636 

276 

1.0e-154 

429 



23597 



o 



% identity 91 

NCBI Description Arabidopsis thaliana BAC T19D16 genomic sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172388 

jC-atXLIB327405P4gl2al 

BLASTN 

g2098816 

102 

5.0e-50 

178 

95 

Arabidopsis thaliana BAC F19G10, complete sequence 
172389 

jC-atXLIB3274 05P4hl0bl 

BLASTX 

g4415916 

147 

3.0e-09 

63 

48 

(AC006282) putative pectin methylesterase [Arabidopsis 
thaliana] 

172390 

jC-atXLIB327 406Pla01al 

BLASTN 

g2656029 

70 

6.0e-31 

118 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQB2 

172391 

jC-atXLIB327406Pla03bl 

BLASTN 

g2582640 

55 

5.0e-22 
71 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172392 

jC-atXLIB3274 06Plel0al 

BLASTN 

g2182286 

103 

9.0e-51 

233 
90 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



23598 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172393 

jC-atXLIB3274 06Plf01bl 

BLASTN 

g2582640 

57 

3.0e-23 

77 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172394 

jC-atXLIB327406Plf04bl 

BLASTN 

gl313925 

64 

2.0e-27 

160 

85 

B.oleracea mRNA for I FA binding protein 



(sp7) 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172395 

jC-atXLIB327406Plf05al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172396 

jC-atXLIB327 406Plf09al 

BLASTN 

gl66787 

115 

8.0e-58 

255 

92 

A. thaliana chloroplast ATP synthase gamma subunit (atpC2) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172397 

jC-atXLIB327406Plg02al 

BLASTN 

g2462264 

40 

5.0e-13 

52 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172398 

jC-atXLIB3274 06Plh0 9bl 

BLASTN 

g2582640 

42 



23599 



# 



E value 
Match length 
% identity 
NCBI Description 



3.0e-14 

72 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172399 

jC-atXLIB327406Plhllbl 

BLASTX 

g2738248 

166 

2.0e-ll 

122 

25 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

172400 

jC-atXLIB327406Plhl2bl 

BLASTN 

g4490291 

294 

1.0e-164 

350 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

172401 

jC-atXLIB3274 0 6P2a01bl 

BLASTN 

g531832 

37 

2.0e-ll 

53 
94 

Cloning vector pSport2, complete sequence 
172402 

jC-atXLIB3274 06P2a06al 

BLASTN 

g2462264 

53 

5.0e-21 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172403 

jC-atXLIB327406P2a09bl 

BLASTN 

g2582640 

50 

6.0e-19 

65 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 



23600 



factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172404 

jC-atXLIB327 406P2al0al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172405 

jC-atXLIB327406P2al0bl 

BLASTN 

g2582640 

68 

7.0e-30 

76 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172406 

jC-atXLIB327406P2b04al 

BLASTX 

g2160692 

267 

3.0e-23 

68 
78 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172407 

jC-atXLIB327406P2b05al 

BLASTX 

g4115381 

184 

1.0e-13 

46 
76 

(AC005967) putative limonene cyclase [Arabidopsis thaliana] 
172408 

jC-atXLIB327406P2b06bl 

BLASTN 

g2582640 

57 

4.0e-23 

75 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 



172409 

jC-atXLIB327406P2b07al 



23601 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl432056 

64 

3.0e-21 

73 
62 

(U56834) 



WRKY3 [Petroselinum crispum] 



172410 

jC-atXLIB327 4 0 6P2b08al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172411 

jC-atXLIB327406P2b09al 

BLASTN 

g3550981 

55 

6.0e-22 

338 
84 

Arabidopsis thaliana mutM homologue gene, complete cds 
172412 

jC-atXLIB327406P2c01al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



172413 

jC-atXLIB327406P2c01bl 

BLASTN 

g3800746 

42 

3.0e-14 

46 
98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172414 

jC-atXLIB3274 0 6P2cl2al 

BLASTN 

g2462264 

34 

1.0e-09 

42 
95 



23602 



# 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172415 

jC-atXLIB327406P2d02al 

BLASTX 

g3914667 

195 

9.0e-15 

61 
62 

503 RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR 
>gi_2459427 (AC002332) putative chloroplast 50S ribosomal 
protein L28 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172416 

jC-atXLIB327406P2d05al 

BLAST N 

gl022806 

80 

7.0e-37 

92 

97 

Arabidopsis thaliana cellulase (0R16pep) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172417 

jC-atXLIB3274 06P2d09al 

BLASTN 

g2462264 

33 

8.0e-09 

33 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172418 

jC-atXLIB327 4 06P2d09bl 

BLASTN 

g2582640 

43 

9.0e-15 

67 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172419 

jC-atXLIB3274 06P2e01al 

BLASTN 

g2673901 

171 

4.0e-91 

261 
92 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 



172420 



23603 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327406P2e05al 

BLASTN 

g2462264 

54 

3.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172421 

jC-atXLIB327406P2ellbl 

BLASTN 

g2582640 

60 

6.0e-25 



99 

Arabidopsis thaliana 
factor, RSp40 



mRNA for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172422 

jC-atXLIB327406P2f05al 

BLASTN 

g4510360 

203 

1.0e-110 

267 
59 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172423 

jC-atXLIB327 4 06P2f08al 

BLASTX 

g3402487 

434 

8.0e-43 
92 
95 

(AB015138) 
thaliana] 



Vacuolar proton pyrophosphatase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172424 

jC-atXLIB327406P2g02al 

BLASTN 

g3449321 

440 

0.0e+00 

472 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172425 

jC-atXLIB3274 06P2g06al 

BLASTN 

g2462264 



23604 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

5-0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172426 

jC-atXLIB327 406P2g06bl 

BLASTX 

g2454184 

456 

2.0e-45 

137 

70 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172427 

jC-atXLIB327406P2h02al 

BLASTN 

g2290120 

49 

3.0e-18 

65 
94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



172428 

jC-atXLIB327 4 06P2h03al 

BLASTN 

g2462264 

52 

4.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172429 

jC-atXLIB327 406P2h06al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172430 

jC-atXLIB327406P2h07al 

BLASTN 

g2462264 

53 

9.0e-21 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



23605 



# 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172431 

jC-atXLIB327406P3a03b2 

BLASTX 

g3641837 

373 

9.0e-36 

96 
80 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



172432 

jC-atXLIB327406P3a05a2 

BLASTN 

g2462264 

56 

5.0e-23 

60 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172433 

jC-atXLIB327 4 06P3a08b2 

BLASTN 

g2582640 

37 

1.0e-ll 

45 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172434 

jC-atXLIB327 406P3b01a2 

BLASTN 

g2462264 

49 

1.0e-18 

53 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172435 

jC-atXLIB327406P3b03b2 

BLASTN 

g3941523 

34 

2.0e-09 

46 
93 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



172436 

jC-atXLIB3274 0 6P3b08b2 
BLASTN 



23606 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g531832 
51 

1.0e-19 

58 

98 

Cloning vector pSport2, complete sequence 
172437 

jC-atXLIB327406P3c02b2 

BLASTN 

g3941523 

48 

6.0e-18 

52 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172438 

jC-atXLIB327406P3c07b2 

BLASTX 

g2244977 

723 

1.0e-76 

147 
92 

(Z97340) cysteine proteinase [Arabidopsis thaliana] 
172439 

jC-atXLIB327406P3d01a2 

BLASTN 

g2462264 

38 

3.0e-12 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172440 

jC-atXLIB327 4 06P3d05a2 

BLASTX 

g2244905 

364 

5.0e-46 

125 

70 

(Z 97 33 9} indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 

172441 

jC-atXLIB327 4 06P3d08a2 

BLASTN 

g2290120 

52 

5.0e-20 

63 
97 



23607 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



HIV-1 strain M02 from USA f envelope glycoprotein 
gene, partial cds 



(env) 



172442 

jC-atXLIB327406P3d09a2 

BLASTN 

gl66643 

94 

4 . Oe-45 

203 
89 

Arabidopsis thaliana chlorophyll A/B-binding protein gene, 
complete cds 



172443 

jC-atXLIB327406P3dl0a2 

BLASTN 

g643089 

73 

1.0e-32 

154 

88 

A. thaliana mRNA for NADH: 
I) 



ubiquinone oxidoreductase (complex 



172444 

jC-atXLIB327 4 06P3dl0b2 

BLASTN 

gl234869 

46 

1.0e-16 

140 
90 



NCBI Description A. thaliana PSST gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172445 

jC-atXLIB327406P3dlla2 

BLASTN 

g3859590 

153 

2.0e-80 

269 

92 

Arabidopsis thaliana BAC T15B16 
172446 

jC-atXLIB3274 06P3dllb2 

BLASTX 

g3859606 

169 

8.0e-12 

81 

53 

(AF104919) 
PF00112, E 



contains similarity to cysteine proteases (Pfam: 
=1.3e-79, N=l) [Arabidopsis thaliana] 



Seq. No. 



172447 



23608 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327406P3dl2b2 

BLASTX 

g3617742 

271 

9.0e-24 

87 
64 

(AC005687) 



RAP2.6 [Arabidopsis thaliana] 



172448 

jC-atXLIB327406P3e06b2 

BLASTN 

g3386593 

40 

5.0e-13 

92 
86 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172449 

jC-atXLIB327406P3e09a2 

BLASTN 

g3643588 

315 

1.0e-177 

424 
95 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172450 

jC-atXLIB3274 06P3el0b2 

BLASTN 

g2582640 

49 

2.0e-18 

69 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172451 

jC-atXLIB327406P3ellb2 

BLASTN 

g4757392 

303 

1.0e-170 

410 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, 
K14A17, complete sequence 

172452 

jC-atXLIB3274 06P3f01b2 

BLASTX 

g2828267 



TAC clone: 



23609 



# 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



642 

3.0e-67 

142 

87 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 
172453 

jC-atXLIB327406P3fl2b2 

BLASTN 

g2149639 

200 

1.0e-108 

356 

89 

Arabidopsis thaliana Argonaute protein (AGOl) mRNA, 
complete cds 

172454 

jC-atXLIB327 4 06P3g04b2 

BLASTN 

gl6306 

63 

1.0e-26 

316 
86 

A. thaliana genes encoding glycine-rich proteins 
172455 

jC-atXLIB327 4 06P3g09b2 

BLASTN 

g3643588 

39 

2.0e-12 

101 
91 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172456 

jC-atXLIB327 4 06P3g!0a2 

BLASTN 

g3789706 

224 

1.0e-123 

366 

93 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

172457 

jC-atXLIB327406P3gllb2 

BLASTN 

g3046856 

71 

2.0e-31 

278 
87 



23610 



® 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 

172458 

jC-atXLIB3274 06P3h01b2 

BLASTN 

g2582640 

62 

3.0e-26 

86 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172459 

jC-atXLIB327406P3h06a2 

BLASTN 

g531828 

54 

2.0e-21 

62 
97 

Cloning vector pSportl, complete cds 
172460 

jC-atXLIB327 4 06P3hl2a2 

BLASTN 

g2149639 

134 

5.0e-69 

365 
88 

Arabidopsis thaliana Argonaute protein (AGOl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172461 

jC-atXLIB327406P4a04b2 

BLASTX 

g3831451 

117 

5.0e-09 

70 
57 

(AC005700) putative O-GlcNAc transferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172462 

jC-atXLIB327406P4a06b2 

BLASTN 

g2582640 

55 

5.0e-22 

63 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



23611 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172463 

jC-atXLIB327406P4a08b2 

BLASTN 

g2582640 

42 

3.0e-14 

66 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172464 

jC-atXLIB327406P4c08a2 

BLASTN 

g!483219 

94 

3.0e-45 

126 
94 

A. thaliana mRNA for peroxidase ATPla, clone EST 103m21t7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172465 

jC-atXLIB327406P4d01b2 

BLASTN 

g2191126 

36 

4.0e-ll 

122 

87 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172466 

jC-atXLIB327 4 06P4d02b2 

BLASTN 

g507219 

296 

1.0e-166 

421 

93 

Arabidopsis thaliana homeodomain protein ( PRHA) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172467 

jC-atXLIB3274 06P4d07a2 

BLASTN 

g4165340 

150 

1.0e-78 

307 
91 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172468 

jC-atXLIB3274 06P4d07b2 

BLASTN 

g4165340 



23612 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

2.0e-09 

166 

91 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172469 

jC-atXLIB327406P4e09a2 

BLASTN 

gl532162 

59 

2.0e-24 

142 
89 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, AT. 1.24-3, 
AT. I. 24-4, AT. I. 24-5, AT. I. 24-6, AT. I. 24-9 and AT. I. 24-14 
genes, partial cds, AT. 1.24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT . I 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172470 

jC-atXLIB327406P4e09b2 

BLASTN 

gl532162 

79 

3.0e-36 

283 
89 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, AT. I. 24-3, 
AT. I. 24-4, AT. 1.24-5, AT. I. 24-6, AT .1.24-9 and AT. I. 24-14 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172471 

jC-atXLIB327406P4f01b2 

BLASTN 

g3046854 

48 

8.0e-18 

234 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 

172472 

jC-atXLIB327406P4f04a2 

BLASTN 

g4159712 

173 

2.0e-92 

275 

74 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 
Seq. ID 



172473 

jC-atXLIB327406P4g07a2 



23613 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4581113 

313 

1.0e-28 

67 

93 

(AC005825) putative actin depolymerizing factor 
[Arabidopsis thaliana] 

172474 

jC-atXLIB327 406P4h06a2 

BLASTN 

g2462264 

51 

2.0e-19 
51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172475 

jC-atXLIB327406P4h07b2 

BLASTX 

g4699942 

434 

7.0e-43 

150 
63 

(AC007166) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172476 

jC-atXLIB327407Pla04al 

BLASTX 

gl351987 

201 

1.0e-15 

44 

86 

AS PARAGINE SYNTHETASE ( GLUTAMINE-HYDROLYZ ING ) 
(GLUTAMINE-DEPENDENT AS PARAGINE SYNTHETASE) >gi__50794 6 
(L29083) glutamine-dependent asparagine synthetase 
[Arabidopsis thaliana] 

172477 

jC-atXLIB327407Pla06b2 

BLASTN 

g4753195 

81 

1.0e-37 

97 

96 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 



172478 

jC-atXLIB327407Pla07a2 
BLASTN 



23614 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4589445 
89 

3.0e-42 

214 

50 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MWL2 f complete sequence 



PI clone: 



172479 

jC-atXLIB3274 07Pla08al 

BLASTN 

g2252639 

82 

5.0e-38 

130 

94 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 

172480 

jC-atXLIB327 407Plallal 

BLASTN 

g3414927 

190 

1.0e-102 

218 

97 

Arabidopsis thaliana PsbY precursor (psbY) mRNA, nuclear 
gene encoding chloroplast protein, complete cds 

172481 

jC-atXLIB3274 07Plb02al 

BLASTN 

g3510247 

86 

2.0e-40 

98 
97 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172482 

jC-atXLIB327407Plb02bl 

BLASTN 

g3941523 

36 

1.0e-10 

36 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172483 

jC-atXLIB327407Plb03bl 

BLASTN 

g2582640 

51 



23615 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-19 

55 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172484 

jC-atXLIB327407Plb05al 

BLAST N 

g3176695 

83 

9.0e-39 

87 

99 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

172485 

jC-atXLIB327 4 07Plb06al 

BLASTN 

g4406752 

95 

8.0e-46 

103 

98 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172486 

jC-atXLIB327407Plb08al 

BLASTN 

g4309719 

50 

5.0e-19 

50 
100 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172487 

jC-atXLIB327407Plb09al 

BLASTN 

g3668073 

34 

2.0e-09 

45 

93 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172488 

jC-atXLIB3274 07Plbllal 

BLASTN 

g3399678 

148 

2.0e-77 



23616 



# 



Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



220 
96 

Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 

172489 

jC-atXLIB327407Plbl2al 

BLASTN 

g2337888 

105 

8.0e-52 

125 
96 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

172490 

jC-atXLIB327407Plc01al 

BLASTN 

g4263774 

69 

2.0e-30 

97 
94 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172491 

jC-atXLIB327 4 07Plc02bl 

BLASTN 

g2582640 

43 

8.0e-15 

71 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172492 

jC-atXLIB327407Plc03al 

BLASTN 

g3985952 

154 

4.0e-81 

218 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8, complete sequence [Arabidopsis thaliana] 

172493 

jC-atXLIB3274 07Plc03bl 

BLASTN 

g3985952 

101 

1.0e-49 

137 
96 



23617 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MRC8 f complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172494 

jC-atXLIB3274 07Plc04al 

BLASTX 

gl871192 

239 

3.0e-20 

53 

75 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172495 

jC-atXLIB327407Plc05al 

BLASTN 

g4539309 

65 

6.0e-28 

77 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
{ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172496 

jC-atXLIB327 4 07Plc05a2 

BLASTN 

g4539309 

68 

1.0e-29 

217 
82 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19H22 



172497 

jC-atXLIB327407Plcl2al 

BLASTN 

g2252639 

55 

2.0e-22 

91 

90 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172498 

jC-atXLIB3274 07Pld02a2 

BLASTN 

g531828 

36 

1.0e-10 

67 
90 

Cloning vector pSportl, complete cds 



23618 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172499 

jC-atXLIB327407Pld02b2 

BLASTN 

g2582640 

45 

5.0e-16 

72 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172500 

jC-atXLIB327407Pld03a2 

BLASTN 

g2290120 

56 

1.0e-22 

68 
96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172501 

jC-atXLIB327407Pld05al 

BLASTN 

g3128136 

111 

2.0e-55 

114 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 

172502 

jC-atXLIB327407Pld07al 

BLASTN 

g2564049 

42 

3.0e-14 

42 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

172503 

jC-atXLIB327407Pld07a2 

BLASTN 

g2564049 

61 

1.0e-25 

133 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



172504 

jC-atXLIB3274 07Pld0 9al 



23619 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3046847 

141 

3.0e-73 

145 

99 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
fetch length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



172505 

jC-atXLIB327407Pldl2bl 

BLASTN 

g3941523 

47 

3.0e-17 

47 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



172506 

jC-atXLIB327407Ple02bl 

BLASTN 

g2582640 

39 

2.0e-12 

53 
96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



172507 

jC-atXLIB327407Ple05a2 

BLASTX 

g99736 

203 

9.0e-16 

107 

49 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16187__emb_CAA4 6814_ (X66016) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 

172508 

jC-atXLIB327407Ple05b2 

BLASTN 

g531832 

50 

2.0e-19 

54 

98 

Cloning vector pSport2, complete sequence 
172509 

jC-atXLIB327407Ple06b2 

BLASTX 

g3738287 



23620 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



127 

2.0e-14 

65 

64 

(AC005309) glutathione s-transferase, GST6 [Arabidopsis 
thaliana] 

172510 

jC-atXLIB327 4 07Ple07a2 

BLASTN 

g4455262 

50 

6.0e-19 

222 
81 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 

172511 

jC-atXLIB327 4 07Plel0a2 

BLASTN 

g2832689 

88 

1.0e-41 

168 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A21 
(ESSAII project) 



172512 

jC-atXLIB3274 07Plel2bl 

BLASTN 

g3941523 

40 

4.0e-13 

40 
100 

Arabidopsis thaliana putative 
mRNA, complete cds 



transcription factor (MYB92) 



172513 

jC-atXLIB327 407Plf02b2 

BLASTN 

g4587677 

42 

1.0e-14 

54 

94 

Arabidopsis thaliana chromosome II BAC T22C12 genomic 
sequence, complete sequence 

172514 

jC-atXLIB327 4 07Plg02a2 

BLASTN 

g2290120 

39 

2.0e-12 



23621 



Match length 
% identity - 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172515 

jC-atXLIB327 4 07Plg03a2 

BLASTX 

g3298443 

302 

2.0e-27 

76 
78 

(AB010880) 
tabacum] 



chloroplast ribosomal protein L17 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172516 

jC-atXLIB3274 07Plh02a2 

BLASTN 

g2924505 

42 

3.0e-14 

281 
82 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

172517 

jC-atXLIB327407P2a01bl 

BLASTN 

g3941523 

48 

6.0e-18 

52 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172518 

jC-atXLIB327407P2a02bl 

BLASTN 

g3868723 

47 

2.0e-17 

96 
96 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

172519 

jC-atXLIB327 4 07P2a03bl 

BLASTN 

g4756963 

136 

3.0e-70 

143 

99 



23622 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172520 

jC-atXLIB3274 07P2a05bl 

BLASTN 

g3941523 

41 

1.0e-13 

48 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172521 

jC-atXLIB327407P2a06bl 

BLASTN 

g2582640 

62 

4.0e-26 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172522 

jC~atXLIB327407P2a07bl 

BLASTN 

g3337347 

127 

6.0e-65 

143 

69 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172523 

jC-atXLIB3274 07P2a09bl 

BLASTN 

g2582640 

43 

9.0e-15 

54 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172524 

jC-atXLIB327407P2al2bl 

BLASTN 

g2351062 

129 

4 ,0e-66 

139 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



23623 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172525 

jC-atXLIB327407P2b02bl 

BLASTN 

g2244901 

46 

1.0e-16 

61 
92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

172526 

jC-atXLIB327407P2b03bl 

BLASTN 

g4589428 

99 

3.0e-48 

115 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8 r complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172527 

jC-atXLIB327407P2b04bl 

BLASTN 

g4589430 

68 

1.0e-29 

101 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

172528 

jC-atXLIB327407P2b06bl 

BLASTN 

g3941523 

41 

1.0e-13 

48 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172529 

jC-atXLIB327407P2bllbl 

BLASTN 

g2582640 

48 

8.0e-18 

75 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



172530 



23624 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327407P2c01bl 

BLASTN 

g2582640 

58 

1.0e-23 

74 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172531 

jC-atXLIB327 407P2c02bl 

BLASTN 

g3510343 

262 

1.0e-145 

316 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



172532 

jC-atXLIB3274 07P2c03bl 

BLASTN 

g3985931 

141 

3.0e-73 - 

153 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172533 

jC-atXLIB327 407P2c04bl 

BLASTN 

g4049332 

48 

9.0e-18 

48 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F8B4 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172534 

jC-atXLIB3274 07P2c05bl 

BLASTN 

g4584519 

43 

8.0e-15 

80 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F11C18 



Seq. No. 
Seq. ID 
Method 



172535 

jC-atXLIB3274 07P2c06bl 
BLASTN 



23625 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



g2582640 
52 

4.0e-20 

60 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172536 

jC-atXLIB327407P2c07bl 

BLASTN 

g3941523 

40 

5.0e-13 

43 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172537 

jC-atXLIB327407P2c08bl 

BLASTN 

g4490291 

68 

1.0e-29 

68 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

172538 

jC-atXLIB327407P2c09bl 

BLASTN 

g4512690 

79 

2.0e-36 

87 

98 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

172539 

jC-atXLIB327407P2cllbl 

BLASTN 

g4519193 

57 

4.0e-23 

142 

44 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

172540 

jC-atXLIB327407P2cl2bl 

BLASTN 

g2582640 

38 



23626 



E value 
Match length 
% identity 
NCBI Description 



8.0e-12 

72 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172541 

jC-atXLIB327 4 07P2d02bl 

BLASTN 

g2435508 

33 

7 . Oe-09 

33 

100 

Mus musculus Rigui mRNA, complete cds 
172542 

jC-atXLIB327 4 07P2d04bl 

BLASTN 

g3941523 

48 

5.0e-18 

52 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172543 

jC-atXLIB327407P2d05bl 

BLASTN 

g2582640 

43 

9.0e-15 

70 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172544 

jC-atXLIB327407P2d07bl 

BLASTN 

g531828 

52 

4.0e-20 

60 

97 

Cloning vector pSportl, complete cds 
172545 

jC-atXLIB3274 07P2d08bl 

BLASTN 

g2582640 

47 

1.0e-17 

59 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 



23627 



factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172546 

jOatXLIB327 407P2d09bl 

BLASTN 

g3800746 

42 

1.0e-14 

46 

98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172547 

jC-atXLIB327 407P2dl0bl 

BLASTN 

g2582640 

48 

7.0e-18 

71 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172548 

jC-atXLIB327407P2dllbl 

BLASTN 

g3449313 

77 

2.0e-35 

89 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172549 

jC-atXLIB327 4 07P2dl2bl 

BLASTN 

g2245073 

44 

2.0e-15 

44 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172550 

jC-atXLIB327407P2e01bl 

BLASTN 

g4760411 

47 

3.0e-17 

59 

93 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F25C20 sequence, 



23628 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



172551 

jC-atXLIB327407P2e03bl 

BLASTN 

g2582640 

42 

3.0e-14 

46 

98 

Arabidopsis thaliana mRNA for 
factor, RSp40 

172552 

jC-atXLIB327 4 07P2e04bl 

BLASTN 

g2582640 

38 

8.0e-12 

45 
96 

Arabidopsis thaliana mRNA for 
factor, RSp40 

172553 

jC-atXLIB327407P2e05bl 

BLASTN 

g2582640 

68 

1.0e-29 

76 

97 

Arabidopsis thaliana mRNA for 
factor, RSp40 

172554 

jC-atXLIB327 4 07P2e06bl 

BLASTN 

g2582640 

48 

7.0e-18 

52 

98 

Arabidopsis thaliana mRNA for 
factor, RSp40 

172555 

jC-atXLIB327 4 07P2e07bl 

BLASTN 

g2582640 

51 

1.0e-19 

71 

93 

Arabidopsis thaliana mRNA for 
factor, RSp40 

172556 

jC-atXLIB327407P2e09bl 




arginine/serine-rich splicing 



arginine/serine-rich splicing 



arginine/serine-rich splicing 



arginine/serine-rich splicing 



arginine/serine-rich splicing 



23629 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

49 

2.0e-18 

53 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



172557 

jC-atXLIB327407P2ellbl 

BLASTN 

g2582640 

45 

6.0e-16 

45 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172558 

jC-atXLIB327407P2f01bl 

BLASTN 

g3985934 

133 

2.0e-68 

137 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJE7 , complete sequence [Arabidopsis thaliana] 

172559 

jC-atXLIB327407P2f02bl 

BLASTN 

g2582640 

38 

5.0e-12 

42 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172560 

jC-atXLIB327407P2f03bl 

BLASTN 

g2582640 

35 

3.0e-10 

46 
93 

Arabidopsis thaliana mRNA 
factor, RSp40 

172561 

jC-atXLIB327407P2f05bl 
BLASTN 
g3941523 



for arginine/serine-rich splicing 



23630 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

1.0e-10 

48 
94 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172562 

jC-atXLIB327407P2f07bl 

BLASTN 

g2582640 

45 

4.0e-16 

75 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172563 

jC-atXLIB327 4 07P2f08bl 

BLASTN 

g3212846 

66 

1.0e-28 

66 

100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172564 

jC-atXLIB327 4 07P2f09bl 

BLASTN 

g2582640 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172565 

jC-atXLIB327407P2fllbl 

BLASTN 

g2582640 

44 

2.0e-15 

51 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172566 

jC-atXLIB327407P2fl2bl 

BLASTN 

g4376087 

33 

7 .0e-09 



23631 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41 
98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

172567 

jC-atXLIB327407P2g03bl 

BLASTN 

g2288979 

34 

2.0e-09 

58 

86 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172568 

jC-atXLIB327407P2g04bl 

BLASTN 

g3241920 

65 

6.0e-28 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 



PI clone 



172569 

jC-atXLIB327407P2g05bl 

BLASTN 

g3779020 

45 

5.0e-16 

45 
100 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172570 

jC-atXLIB327 407P2g07bl 

BLASTN 

g2828278 

60 

5.0e-25 

64 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

172571 

jC-atXLIB3274 07P2g08bl 

BLASTN 

g 4454447 

63 

9.0e-27 

67 

99 



23632 



NCBI Description Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172572 

jC-atXLIB327407P2g09bl 

BLASTN 

g2582640 

42 

3.0e-14 

53 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172573 

jC-atXLIB3274 07P2gl0bl 

BLASTN 

g3449320 

230 

1.0e-126 

305 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 

172574 

jC-atXLIB327 4 07P2gl2bl 

BLASTN 

g2582640 

61 

2.0e-25 

72 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172575 

jC-atXLIB327407P2h02bl 

BLASTN 

g2582640 

62 

4.0e-26 

73 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172576 

jC-atXLIB3274 07P2h03bl 

BLASTN 

gl6306 

76 

2.0e-34 

83 
98 

A. thaliana genes encoding glycine-rich proteins 



23633 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172577 

jC-atXLIB327407P2h04bl 

BLASTN 

g2582640 

42 

3.0e-14 

49 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172578 

jC-atXLIB327407P2h07bl 

BLASTN 

g2582640 

57 

4.0e-23 

72 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172579 

jC-atXLIB327407P2h08bl 

BLASTN 

g2582640 

50 

5.0e-19 

50 
100 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172580 

jC-atXLIB327 407P2h09bl 

BLASTN 

gl66739 

49 

1.0e-18 

57 

98 

A. thaliana histone H4 gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172581 

jC-atXLIB327407P2hllbl 

BLASTN 

g2760164 

105 

8.0e-52 

130 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



172582 

jC-atXLIB327407P2hl2bl 
BLASTN 



23634 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582640 
50 

6.0e-19 

72 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172583 

jC-atXLIB327407P3a01al 

BLASTN 

g2462264 

43 

9.0e-15 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172584 

jC-atXLIB327407P3a02bl 

BLASTN 

g2582640 

55 

2.0e-22 

67 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172585 

jC-atXLIB327407P3a05al 

BLASTN 

g2462264 

32 

1.0e-08 

40 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172586 

jC-atXLIB327 4 07P3a06al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172587 

jC-atXLIB3274 07P3a08al 

BLASTN 

g2462264 

38 

8.0e-12 
54 

93 



23635 



NCBI Description 



Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172588 

jC-atXLIB327407P3a08bl 

BLASTN 

gl419389 

187 

1.0e-100 

390 
88 

A.thaliana mRNA for thylakoid-bound ascorbate peroxidase 
172589 

jC-atXLIB327407P3al0bl 

BLASTN 

g4580365 

76 

2.0e-34 

98 
96 

Arabidopsis thaliana chromosome I BAC F3F20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172590 

jC-atXLIB327 4 07P3b03al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172591 

jC-atXLIB327 4 07P3b04al 

BLASTN 

g2828184 

190 

1.0e-102 

293 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172592 

jC-atXLIB327 4 07P3bl0al 

BLASTN 

g2462264 

34 

2.0e-09 

38 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 



172593 

jC-atXLIB327407P3bllal 
BLASTN 



23636 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3757512 
190 

1.0e-102 

258 
94 

Arabidopsis thaliana chromosome II BAC F12A24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



172594 

jC-atXLIB327407P3c03bl 

BLASTN 

g4757401 

132 

7.0e-68 

147 

97 

Arabidopsis thaliana genomic DNA, 
MGH6, complete sequence 



chromosome 3, PI clone 



172595 

jC-atXLIB327 4 07P3c05al 

BLASTN 

g531828 

39 

2.0e-12 

54 

95 

Cloning vector pSportl, complete cds 
172596 

jC-atXLIB327407P3c05bl 

BLASTN 

g4539378 

114 

4.0e-57 

118 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F28A21 



172597 

jC-atXLIB327407P3c08al 

BLASTN 

g2462264 

39 

2.0e-12 

51 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172598 

jC-atXLIB327407P3c09al 

BLASTN 

g2264302 

75 

7.0e-34 
99 



23637 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MAC12 , complete sequence [Arabidopsis thaliana] 



172599 

jC-atXLIB327 407P3c09bl 

BLASTN 

g2264302 

106 

2.0e-52 

137 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC 12 , complete sequence [Arabidopsis thaliana] 



PI clone: 



172600 

jC-atXLIB327407P3cl0bl 

BLASTN 

g3449327 

81 

2.0e-37 

146 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA2 3 , complete sequence [Arabidopsis thaliana] 



PI clone: 



172601 

jC-atXLIB327 407P3cllbl 

BLASTN 

g2828183 

87 

5.0e-41 

104 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 

172602 

jC-atXLIB327407P3d06al 

BLASTN 

g3869065 

212 

1.0e-115 

264 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24M7, complete sequence [Arabidopsis thaliana] 

172603 

jC-atXLIB327407P3d06bl 

BLASTN 

g3869065 

51 

1.0e-19 

62 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



23638 



K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172604 

jC-atXLIB3274 07P3d08bl 

BLASTN 

g2582640 

51 

2.0e-19 

71 
93 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172605 

jC-atXLIB327407P3d09al 

BLASTN 

g540252 

39 

2.0e-12 

39 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
172606 

jC-atXLIB327 4 07P3dlObl 

BLASTN 

g2582640 

54 

2.0e-21 

70 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



172607 

jC-atXLIB327 4 07P3dl2al 

BLASTN 

g2462264 

44 

2.0e-15 

44 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172608 

jC-atXLIB327407P3dl2bl 

BLASTN 

g2582640 

66 

1.0e-28 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172609 

jC-atXLIB327407P3e01al 



23639 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g540252 

39 

1.0e-12 

43 

98 

Cloning vector pSVSportl bet a- lactamase gene, complete cds 
172610 

jC-atXLIB327 407P3e03al 

BLASTN 

gl877523 

260 

1.0e-144 

329 
98 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172611 

jC-atXLIB3274 07P3e03bl 

BLASTN 

g2582640 

40 

2.0e-13 

44 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172612 

jC-atXLIB327 407P3e04bl 

BLASTN 

g217828 

34 

2.0e-09 

41 

95 

Arabidopsis thaliana APK1 gene for protein 
tyrosine-serine-threonine kinase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172613 

jC-atXLIB3274 07P3e07bl 

BLASTN 

g4028969 

146 

2.0e-76 

206 
98 

Arabidopsis thaliana pollenless3 (178) gene, complete cds; 
beta-9 tubulin (TUB 9) gene, partial cds; and unknown gene 

172614 

jC-atXLIB3274 07P3elOal 

BLASTN 

g2290120 

55 



23640 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-22 

62 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172615 

jC-atXLIB327407P3el0bl 

BLASTN 

g2582640 

59 

2.0e-24 

70 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172616 

jC-atXLIB327407P3f01bl 

BLASTN 

g2582640 

33 

3.0e-09 

41 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172617 

jC-atXLIB327 4 07P3f02bl 

BLASTX 

gl762584 

155 

4.0e-10 

43 
77 

(U63373) polygalacturonase isoenzyme 
[Arabidopsis thaliana] 



1 beta subunit homolog 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172618 

jC-atXLIB3274 07P3f06al 

BLASTN 

g2462264 

35 

5.0e-10 

47 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
172619 

jC-atXLIB3274 07P3f07al 

BLASTN 

g2880038 

89 

3.0e-42 

113 

95 



23641 



NCBI Description Arabidopsis thaliana chromosome II BAC T11J7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172620 

jC-atXLIB327407P3f08bl 

BLASTN 

g2341023 

76 

5.0e-35 

76 

100 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172621 

jC-atXLIB327407P3f09bl 

BLASTN 

g2582640 

45 

5.0e-16 

77 

91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172622 

jC-atXLIB327407P3g01bl 

BLASTX 

g320558 

184 

9.0e-14 

62 
66 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172623 

jC-atXLIB327407P3g02al 

BLASTN 

g4468801 

155 

1.0e-81 

208 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6G17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172624 

jC-atXLIB3274 07P3g05al 

BLASTN 

g531828 

47 

3.0e-17 

47 

100 

Cloning vector pSportl, complete cds 



23642 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172625 

jC-atXLIB327407P3g08al 

BLASTN 

g4581084 

55 

6.0e-22 

63 
98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

172626 

jC-atXLIB327 407P3g09al 

BLASTN 

g531828 

37 

3.0e-ll 

45 
96 

Cloning vector pSportl, complete cds 
172627 

jC-atXLIB327 4 07P3g09bl 

BLASTN 

g2582640 

37 

2.0e-ll 

49 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172628 

jC-atXLIB3274 07P3gl0al 

BLASTN 

g2827513 

127 

6.0e-65 

131 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

172629 

jC-atXLIB327407P3gllal 

BLASTN 

g531828 

36 

1.0e-10 

44 

95 

Cloning vector pSportl, complete cds 
172630 

jC-atXLIB3274 07P3gl2bl 

BLASTX 

gl620898 



23643 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

2.0e-13 

44 

84 

(D87 957) protein involved in sexual development [Homo 
sapiens] 

172631 

jC-atXLIB327407P3h02al 

BLASTN 

g4519190 

59 

2.0e-24 

225 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K6A12, complete sequence 

172632 

jC-atXLIB327 407P3h04al 

BLASTN 

gl6302 

58 

9.0e-24 

135 

18 

A. thaliana mRNA encoding glycine rich protein 
172633 

jC-atXLIB327 407P3h04bl 

BLASTN 

gl6302 

76 

2.0e-34 

84 
99 

A. thaliana mRNA encoding glycine rich protein 
172634 

jC-atXLIB327407P3h06al 

BLASTN 

g2264321 

183 

2.0e-98 

294 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172635 

jC-atXLIB327 4 07P3h0 9bl 

BLASTN 

g2582640 

66 

1.0e-28 

74 
97 



23644 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. NO. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172636 

jC-atXLIB327407P3hl0bl 

BLASTN 

g3941523 

40 

4.0e-13 

44 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172637 

jC-atXLIB327407P3hllbl 

BLASTX 

g3851636 

47 

2.0e-13 

67 
60 

(AF098519) 
(AF066316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



172638 

jC-atXLIB327407P4a01al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172639 

jC-atXLIB3274 07P4a05al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172640 

jC-atXLIB327407P4a05bl 

BLASTN 

gl66689 

95 

8.0e-46 

95 

100 

A. thaliana 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase (DHS2) mRNA, complete cds 



Seq. No. 



172641 



23645 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB3274 07P4a06bl 

BLASTN 

g2582640 

58 

9.0e-24 

70 

96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172642 

jC-atXLIB327 4 07P4a09al 

BLASTN 

g4521999 

237 

1.0e-130 

282 

96 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence , complete sequence 

172643 

jC-atXLIB327 4 07P4a09bl 

BLASTN 

g4160668 

38 

8.0e-12 

45 
96 

Arabidopsis thaliana mRNA for AtRerlB, complete cds 
172644 

jC-atXLIB3274 07P4al0bl 

BLASTX 

g2842424 

215 

4.0e-17 

62 
66 

(AJ223948) RNA helicase [Homo sapiens] 
172645 

jC-atXLIB3274 07P4b01al 

BLASTN 

g4159704 

92 

4.0e-44 

183 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

172646 

jC-atXLIB327407P4b06bl 

BLASTN 

g2582640 

52 



23646 



E value 
Match length 
% identity 
NCBI Description 



4.0e-20 

71 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172647 

jC-atXLIB327407P4b09al 

BLASTN 

g531828 

37 

3.0e-ll 

41 

98 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172648 

jC-atXLIB327407P4b09bl 

BLASTN 

g633027 



BLAST score 


102 


E value 


A Pi ^ c o 


Match length 


110 


% identity 


y / 


NCBI Description 


AraDiQopsis i_.jn.axi ana iur\_\fi-_ iux piuitmi 


Seq. No. 




beq. id 


j U a LALlDjZ /'iU /jrf±IJ_LUcl-L 


Method 


dLAo 1 N 






BLAST score 


283 


E value 


1.0e-158 


Match length 


342 


% identity 


96 


NCBI Description 


Arabidopsis thaliana scarecrow-like 5 




cds 


Seq. No. 


172650 


Seq. ID 


jC-atXLIB327407P4bl2al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


41 


% identity 


98 


NCBI Description 


Cucumis sativus inRNA for patatin-like 


Seq. No. 


172651 


Seq. ID 


jC-atXLIB3274 07P4bl2bl 


Method 


BLASTN 


NCBI GI 


g4263753 


BLAST score 


101 


E value 


2.0e-49 


Match length 


101 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome V map 



(SCL5) mRNA, partial 



complete sequence [Arabidopsis thaliana] 



23647 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172652 

jC-atXLIB327407P4c01bl 

BLASTN 

g2582640 

43 

8.0e-15 

55 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

172653 

jC-atXLIB327407P4c02al 

BLASTN 

g2290120 

38 

8.0e-12 

64 
92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172654 

jC-atXLIB3274 07P4c05al 

BLASTN 

g2832611 

78 

1.0e-35 

86 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

172655 

jC-atXLIB327 4 07P4c06bl 

BLASTN 

g2582640 

36 

1.0e-10 

66 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172656 

jC-atXLIB3274 07P4c07al 

BLASTN 

g2462264 

41 

1.0e-13 

49 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



172657 

jC-atXLIB327407P4c09al 



23648 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus 



mRNA for patatin-like protein, partial 



172658 

jC-atXLIB327407P4cl0bl 

BLASTN 

g3046856 

45 

5.0e-16 

49 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


1 7 9 £ R Q 


Seq. ID 


■AC f Yt TU "3 0 H A C\ 1 T> A r* 1 1 a 1 
J L~atALlDjZ /f±U/ir4Ci.-La.X 






NCBI GI 


gl871502 


BLAST score 


60 


E value 


6.0e-25 


Match length 


64 


% identity 


98 


NCBI Description 


A. thaliana bfruct4 gene 


Seq. No. 


172660 


Seq. ID 


jC-atXLIB327407P4cl2bl 


Method 


BLASTX 


NCBI GI 


g3983125 


BLAST score 


336 


E value 


2.0e-31 


Match length 


82 


% identity 


77 


NCBI Description 


(AF097648) phosphate/tr 




precursor [Arabidopsis 


Seq. No. 


172661 


Seq. ID 


jC-atXLIB327407P4d01bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


46 


E value 


1.0e-16 


Match length 


69 



% identity 

NCBI Desc Option 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



91 

Arabidopsis thaliana mRI- 
factor, RSp40 

172662 

jC-atXLIB327407P4rr .1 

BLASTN 

g4732168 

295 

1.0e-165 



jl arginine/serine-rich splicing 



23649 



Match length 397 
% identity 99 

NCBI Description Arabidopsis thaiiana BAC T1J24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172663 

jC-atXLIB327407P4d05bl 

BLASTN 

g2582640 

50 

6.0e-19 

70 
94 

Arabidopsis thaiiana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

172664 

jC-atXLIB327 407P4d08al 

BLASTN 

g531828 

45 

5.0e-16 

59 

95 

Cloning vector pSportl, complete cds 
172665 

jC-atXLIB327407P4d08bl 

BLASTN 

g2582640 

51 

2.0e-19 
71 

93 

Arabidopsis thaiiana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172666 

jC-atXLIB327 4 07P4dl0al 

BLASTN 

g3228389 

210 

1.0e-114 

262 
94 

Genomic sequence for Arabidopsis thaiiana BAC F17L21, 
complete sequence [Arabidopsis thaiiana] 

172667 

jC-atXLIB3274 07P4d!2al 

BLASTN 

g4589434 

185 

1.0e-99 

216 

96 

Arabidopsis thaiiana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, PI clone: 



23650 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172668 

jC-atXLIB3274 07P4e02al 

BLASTN 

gl4342 

77 

4.0e-35 

117 

92 

A.thaliana mRNA for carbonic anhydrase 
172669 

jC-atXLIB327407P4e05bl 

BLASTN 

g2582640 

49 

2.0e-18 

76 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

172670 

jC-atXLIB327 407P4e06bl 

BLASTN 

g2351064 

32 

3.0e-08 

63 

44 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

172671 

jC-atXLIB3274 07P4e07bl 

BLASTX 

g266829 

289 

9.0e-26 

67 
87 

SERINE/THREONINE PROTEIN PHOSPHATASE PP1 ISOZYME 1 

>gi_81655_pir S20882 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone TOPP1) - Arabidopsis 
thaliana >gi_16431_emb_CAA45611_ (X64328) protein 
phosphatase-1 [Arabidopsis thaliana] >gi_166572 (M93408) 
phosphoprotein phosphatase 1 [Arabidopsis thaliana] 
>gi_3980395 (AC004561) phosphoprotein phosphatase-type 1 
catalytic subunit [Arabidopsis thaliana] 

172672 

jC-atXLIB327 4 07P4e09bl 

BLASTN 

g4678705 

36 

1.0e-10 

43 



23651 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

172673 

jC-atXLIB327407P4f03bl 

BLASTN 

g531828 

37 

4.0e-ll 

61 

90 

Cloning vector pSportl, complete cds 
172674 

jC-atXLIB327407P4f07bl 

BLASTX 

g3582335 

436 

3.0e-43 

156 

68 

(AC005496) unknown protein [Arabidopsis thaliana] 
172675 

jC-atXLIB327407P4f08bl 

BLASTN 

g4741961 

141 

3.0e-73 

175 

94 

Arabidopsis thaliana PsbS protein {PsbS) mRNA, complete cds 
172676 

jC-atXLIB327407P4fllal 

BLASTN 

g4584841 

85 

7.0e-40 

97 
97 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

172677 

jC-atXLIB327407P4g01bl 

BLASTN 

g2582640 

63 

1.0e-26 

71 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



172678 



23652 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



jC-atXLIB327407P4g03bl 

BLASTN 

g2582640 

33 

7.0e-09 

40 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172679 

jC-atXLIB327 4 07P4g04al 

BLASTN 

g2462264 

37 

2.0e-ll 

52 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172680 

jC-atXLIB327 407P4g05al 

BLASTN 

g2244991 

286 

1.0e-160 

424 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

172681 

jC-atXLIB327 4 07P4g0 9al 

BLASTN 

g2462264 

33 

8.0e-09 

45 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
172682 

jC-atXLIB327407P4g09bl 

BLASTN 

g2582640 

53 

7.0e-21 

73 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172683 

jC-atXLIB3274 07P4gllal 

BLASTN 

g2290120 

35 



23653 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

43 

95 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 

172684 

jC-atXLIB327407P4gl2al 

BLASTN 

g4678705 

89 

3.0e-42 
101 

78 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



(env) 



F10N7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172685 

jC-atXLIB327407P4h06al 

BLASTX 

gl35860 

313 

1.0e-28 

82 
73 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_997 61_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

172686 

jC-atXLIB327407P4h08bl 

BLASTN 

g3068702 

189 

1.0e-102 

265 
92 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p (AtG2), 

Eml protein (ATEM1) , putative chlorophyll synthetase 
(AtG4), putative transmembrane protein G5p (AtG5) , put 

172687 

jC-atXLIB3274 07P4hllbl 

BLASTN 

g4539415 

108 

1.0e-53 

206 
76 

Arabidopsis thaliana DNA 
project) 



chromosome 4, BAC clone (ESSA 



23654 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172688 

jC-atXLIB327407P4hl2al 

BLASTN 

g540252 

33 

7.0e-09 

33 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
172689 

jC-atXLIB327 4 08Pla05al 

BLASTN 

g3269280 

156 

3.0e-82 

408 

91 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

172690 

jC-atXLIB327408Pla07bl 

BLASTX 

gl076348 

349 

8.0e-33 

73 

99 

myosin MYA1, class V - Arabidopsis thaliana 
>gi_433663_emb_CAA82234_ (Z28389) myosin [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172691 

jC-atXLIB327408Plb01bl 

BLASTX 

g3075382 

708 

6.0e-75 

168 
84 

(AC002505) putative peroxisome assembly protein PER8 
[Arabidopsis thaliana] >gi_3075384 (AC004484) putative 
peroxisome assembly protein PER8 [Arabidopsis thaliana] 

172692 

jC-atXLIB327408Plbl0bl 

BLASTX 

g4262180 

779 

3.0e-83 

149 

99 

(AC005508) 



29621 [Arabidopsis thaliana] 



Seq. No. 



172693 



23655 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 4 08Pld05al 

BLASTN 

g2462264 

36 

1.0e-10 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172694 

jC-atXLIB327408Pld08bl 

BLASTX 

g543815 

741 

8.0e-79 

148 

99 

FLORAL HOMEOTIC PROTEIN APETALA3 >gi__282855_pir A42095 

homeotic protein AP3 - Arabidopsis thaliana >gi_166608 
(M8 6357) APETELA3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172695 

jC-atXLIB327 408Pldl0al 

BLASTX 

g2245029 

477 

7.0e-48 

90 
98 

(Z97341) limonene cyclase homolog [Arabidopsis thaliana] 
172696 

jC-atXLIB327 4 08Pldllal 

BLASTN 

g2290120 

42 

3.0e-14 

64 

94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172697 

jC-atXLIB3274 08Pldllbl 

BLASTX 

gl944132 

663 

1.0e-69 

126 
98 

(AB002560) CUC2 [Arabidopsis thaliana] 
172698 

jC-atXLIB327408Pldl2bl 

BLASTN 

g2582640 

60 



23656 



E value 
Match length 
% identity 
NCBI Description 



6.0e-25 

75 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172699 

jC-atXLIB327408Ple01bl 

BLASTX 

g3859536 

791 

1.0e-84 

146 

99 

(AF095453) asparagine synthetase [Arabidopsis thaliana] 
172700 

jC-atXLIB327408Ple02bl 

BLASTN 

g2582640 

63 

1.0e-26 

71 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172701 

jC-atXLIB327 4 08Ple06bl 

BLASTX 

gl30184 

786 

4.0e-84 

154 

99 

PHYTOCHROME A >gi_6587 8_pir FKMUA phytochrome A - 

Arabidopsis thaliana >gi_16421_emb_CAA35221_ (X17341) 
photoreceptor [Arabidopsis thaliana] 



phyA 



172702 

jC-atXLIB327408Plf06al 

BLASTN 

g2182285 

320 

1.0e-180 

365 

97 

Sequence of BAC F5I14 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



172703 

jC-atXLIB327408Plfl2bl 

BLASTX 

g3335365 

464 

2.0e-46 

118 



23657 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



79 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 

172704 

jC-atXLIB327 4 08Plgl2bl 

BLASTN 

g3366536 

76 

2.0e-34 

268 
87 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

172705 

jC-atXLIB327 408Plh01al 

BLASTN 

g2290120 

53 

9.0e-21 

60 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172706 

jC-atXLIB327408Plh03bl 

BLASTN 

g2244991 

291 

1.0e-163 

457 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

172707 

jC-atXLIB3274 08Plh06bl 

BLASTX 

gl905876 

750 

7.0e-80 

149 

99 

(U9087 9) biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U9087 9) [Arabidopsis thaliana] 

172708 

jC-atXLIB3274 08P2b01al 

BLASTN 

g2462264 

54 

2.0e-21 



23658 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172709 

jC-atXLIB327408P2b09al 

BLASTN 

g2462264 

41 

1.0e-13 

53 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
172710 

jC-atXLIB327408P2c05al 

BLASTN 

g3128136 

59 

2.0e-24 

137 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172711 

jC-atXLIB327 4 08P2f05bl 

BLASTN 

g2582640 

68 

1.0e-29 

76 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172712 

jC-atXLIB327408P3a02al 

BLASTN 

g2760164 

303 

1.0e-169 

477 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18P6, complete sequence [Arabidopsis thaliana] 

172713 

jC-atXLIB3274 08P3a06bl 

BLASTN 

g3687221 

92 

5.0e-44 

251 

93 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23659 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172714 

jC-atXLIB327408P3a07bl 

BLASTN 

g2582640 

50 

9.0e-l9 

65 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172715 

jC-atXLIB327408P3a08al 

BLASTN 

g531828 

53 

1.0e-20 

65 
95 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172716 

jC-atXLIB327408P3a09al 

BLASTN 

g2462264 

45 

1.0e-15 

57 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172717 

jC-atXLIB327408P3allal 

BLASTN 

g2462264 

45 

8.0e-16 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172718 

jC-atXLIB327 4 08P3b01al 

BLASTX 

g2959734 

240 

6.0e-20 

136 
30 

(Y13650) homologous to GATA-binding transcription factors 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



172719 

jC-atXLIB327408P3b03al 

BLASTN 

g4589420 



23660 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 

1.0e-146 
444 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3G17, complete sequence 

172720 

jC-atXLIB327408P3b06al 

BLASTN 

g3367500 

597 

0.0e+00 

627 

99 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172721 

jC-atXLIB327 4 08P3b07al 

BLASTN 

g2462264 

47 

6.0e-17 

59 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172722 

jC-atXLIB327408P3c07al 

BLASTN 

g4539353 

77 

5.0e-35 

342 

61 

Arabidopsis thaliana DNA chromosome 4, BAC clone F25I24 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172723 

jC-atXLIB327 4 08P3c07bl 

BLASTX 

g3513727 

127 

7.0e-36 

125 

76 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4 539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



172724 

jC-atXLIB327408P3c08al 

BLASTN 

g2462264 



23661 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

1.0e-17 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172725 

jC-atXLIB327408P3c09al 

BLASTN 

g2290120 

53 

1.0e-20 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172726 

jC-atXLIB327 4 08P3d05al 

BLASTX 

g3367531 

710 

6.0e-75 

154 
93 

(AC004392) Strong similarity to gi_2160138 F19K23.6 gene 
product from A. thaliana BAC gb_AC000375. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172727 

jC-atXLIB327408P3e06al 

BLASTN 

g3860243 

137 

8.0e-71 

294 
89 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172728 

jC-atXLIB3274 08P3f03al 

BLASTX 

g3169173 

68 

2.0e-54 

117 
91 

(AC004 4 01) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



172729 

jC-atXLIB3274 08P3f05al 

BLASTN 

g531828 

54 



23662 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-21 

65 

97 

Cloning vector pSportl, complete cds 
172730 

jC-atXLIB327 408P3f07al 

BLASTX 

g2829893 

283 

4.0e-25 

99 
56 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
172731 

jC-atXLIB327 4 08P3fl0al 

BLASTX 

g3334123 

52 

6.0e-52 

183 
78 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599__ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi__2924787 

(AC002334) mitochondrial Fl-ATPase, gamma subunit 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172732 

jC-atXLIB327408P3g08al 

BLASTX 

g2570342 

370 

5.0e-35 

133 
60 

(U90929) glyoxalase II cytoplasmic isozyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



172733 

jC-atXLIB3274 08P3g!2al 

BLASTN 

g531828 

58 

2.0e-23 

66 

97 

Cloning vector pSportl, 
172734 

jC-atXLIB327408P3h08al 

BLASTN 

g531828 

46 

1.0e-16 

66 



complete cds 



23663 



# 



% identity 92 

NCBI Description Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172735 

jC-atXLIB3274 08P3h09al 

BLAST N 

g2290120 

48 

1.0e-17 

64 

94 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



172736 

jC-atXLIB327 4 08P3hl2al 

BLASTN 

g4056429 

71 

3.0e-31 
261 

84 

Arabidopsis thaliana chromosome 1 BAC F508 
complete sequence [Arabidopsis thaliana] 



sequence, 



172737 

jC-atXLIB327 4 08P4a04bl 

BLASTN 

g2582640 

63 

1.0e-26 

75 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172738 

jC-atXLIB327408P4a06al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
172739 

jC-atXLIB3274 08P4a06bl 

BLASTX 

g2499441 

170 

8.0e-12 

80 
49 

PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) 
>gi_408232_bbs__136255 (S64617) PCNA=prolif erating cell 
nuclear antigen [Brassica napus=oilseed rape, cv. Westar, 



23664 



apical meristem, Peptide, 263 aa] [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172740 

jC-atXLIB327408P4a08al 

BLASTN 

g2462264 

42 

2.0e-14 

57 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
172741 

jC-atXLIB3274 08P4a08bl 

BLASTX 

g3075395 

469 

6.0e-47 

93 

98 

(AC004484) nodulin-35 homologue [Arabidopsis thaliana] 
172742 

jC-a}:XLIB327 408P4a09bl 

BLASTX 

g320558 

335 

3.0e-31 

99 

72 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172743 

jC-atXLIB327408P4al2bl 

BLASTX 

g81615 

677 

3.0e-71 

156 

87 

G-box-binding factor 1 
>gi_l 628 6_emb_CAA4 5 3 5 6_ 
[Arabidopsis thaliana] 



Arabidopsis thaliana 
(X638 94) G-box binding factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



172744 

jC-atXLIB327408P4b04bl 

BLASTX 

g2924510 

748 

1.0e-79 

155 

90 

(AL022023) MYB-like protein [Arabidopsis thaliana] 
172745 

jC-atXLIB327408P4b05bl 



23665 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3582339 

779 

3.0e-83 

145 

100 

(AC005496) 



unknown protein [Arabidopsis thaliana] 



172746 

jC-atXLIB327408P4bllal 

BLASTN 

gl6472 

208 

1.0e-113 

252 
96 

A. thaliana rRNA repeat unit, most frequent IGR type 
172747 

jC-atXLIB327 4 08P4c03bl 

BLASTX 

gll5916 

531 

4.0e-54 

106 
99 

CELL DIVISION CONTROL PROTEIN 2 HOMOLOG A 

>gi_2828 63_pir S23095 protein kinase (EC 2.7.1.37) cdc2 - 

Arabidopsis thaliana >gi_251888_bbs_1094 61 p34cdc2 protein 
kinase [Arabidopsis thaliana, flower, Peptide, 294 aa] 
>gi_16219_emb_CAA40971_ (X57839) p34(cdc2) [Arabidopsis 
thaliana] >gi__166784 (M59198) protein kinase [Arabidopsis 
thaliana] >gi__21784 9_dbj__BAA01623_ (D10850) p32 protein 
serine/threonine kinase [Arabidopsis thaliana] 
>gi_257374_bbs_115411 (S45387) Aracdc2=p34cdc2 protein 
kinase homolog [Arabidopsis thaliana, ecotype Columbia, 
flowers, Peptide, 294 aa] [Arabidopsis thaliana] 

172748 

jC-atXLIB327408P4c06bl 

BLASTX 

g2738248 

762 

3.0e-81 

159 
93 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

172749 

jC-atXLIB3274 08P4e02bl 

BLASTX 

g2181180 

274 

5.0e-24 

160 
36 



23666 



# 



NCBI Description (Z84377) xylosidase [Aspergillus niger] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172750 

jC-atXLIB327408P4e05bl 

BLASTN 

g2582640 

63 

1.0e-26 

71 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172751 

jC-atXLIB327 4 08P4e08bl 

BLASTN 

g2582640 

52 

3.0e-20 

56 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172752 

jC-atXLIB327 408P4f01al 

BLASTN 

g2462264 

47 

4.0e-17 

59 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172753 

jC-atXLIB327 4 08P4f04bl 

BLASTN 

g2842474 

453 

0.0e+00 

477 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

172754 

jC-atXLIB327408P4f05bl 

BLASTX 

g2435519 

309 

4.0e-28 

142 

73 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



23667 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172755 

jC-atXLIB3274 08P4f06al 

BLASTN 

g2262097 

124 

4.0e-63 

182 
91 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

172756 

jC-atXLIB327 4 08P4f06bl 

BLASTN 

g2262097 

224 

1.0e-123 

224 
100 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



172757 

jC-atXLIB327 4 08P4f07bl- 

BLASTX 

g3335365 

526 

1.0e-53 

145 

76 

(AC003028) 
thaliana] 



high affinity calcium antiporter [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172758 

jC-atXLIB327408P4fl2bl 

BLASTN 

g3510337 

235 

1.0e-129 

446 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



172759 

jC-atXLIB3274 08P4g01al 

BLASTN 

g2462264 

64 

3.0e-27 

64 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172760 

jC-atXLIB327408P4g03al 
BLASTN 



23668 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2290120 
46 

1.0e-16 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene 7 partial cds 

172761 

jC-atXLIB327408P4g03bl 

BLASTX 

g3421072 

790 

2.0e-84 

157 
98 

(AF043519) 20S proteasome subunit PAA2 [Arabidopsis 
thaliana] >gi_4006819 (AC005970) 20S proteasome subunit 
PAA2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172762 

jC-atXLIB327408P4g04bl 

BLASTN 

g2582640 

63 

1.0e-26 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172763 

jC-atXLIB3274O8P4gl0bl 

BLASTN 

g4512646 

78 

1.0e-35 

384 
89 

Arabidopsis thaliana chromosome II BAC F23N11 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172764 

jC-atXLIB327408P4h04bl 

BLASTX 

g2529681 

673 

8.0e-71 

151 
86 

(AC002535) 
(protein P) 



putative MYB-related transcription factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172765 

jC-atXLIB327409Pla06al 

BLASTN 

g2290120 



23669 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43 

3.0e-15 

47 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172766 

jC-atXLIB327409Plal0al 

BLASTN 

g2462264 

53 

1.0e-20 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172767 

jC-atXLIB3274 09Plal2bl 

BLASTN 

g2582640 

67 

4.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172768 

jC-atXLIB327 409Plb02al 

BLASTN 

g540252 

55 

6.0e-22 

59 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
172769 

jC-atXLIB3274 09Plb03al 

BLASTN 

g2262097 

103 

1.0e-50 

331 

87 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

172770 

jC-atXLIB327 409Plb03bl 

BLASTN 

g2582640 

49 

2.0e-18 

61 
95 



23670 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



172771 

jC-atXLIB327409Plb09al 

BLASTN 

g2462264 

34 

4.0e-09 

53 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
172772 

jC-atXLIB327409Plbl0al 

BLASTN 

g4589410 

149 

5.0e-78 

446 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

172773 

jC-atXLIB327409Plbllal 

BLASTN 

g2288979 

227 

1.0e-124 

503 
86 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172774 

jC-atXLIB327409Plbl2al 

BLASTN 

g2462264 

43 

1.0e-14 

59 
93 

Cucumis sativus mRNA for patatin-like protein, partial 
172775 

jC-atXLIB327 4 09Plc05al 

BLASTN 

g2462264 

52 

3.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172776 

jC-atXLIB327409Plc07al 



23671 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g531828 

56 

2.0e-22 

64 

97 

Cloning vector pSportl, complete cds 
172777 

jC-atXLIB327409Plc08al 

BLASTX 

gl353266 

319 

4.0e-29 

65 
98 

(U27590) Fe(II) transport protein [Arabidopsis thaliana] 
>gi_3250678_emb_CAA19686.1_ (AL024486) Fe(II) transport 

protein [Arabidopsis thaliana] >gi_158 9711__prf 2211425A Zn 

transporter [Saccharomyces cerevisiae] 

172778 

jC-atXLIB327 409Plc08bl 

BLASTX 

gl353266 

91 

4.0e-86 

194 

92 

(U27590) Fe{II) transport protein [Arabidopsis thaliana] 
>gi_3250678_emb_CAA19686.1_ (AL024486) Fe(II) transport 

protein [Arabidopsis thaliana] >gi_158 9711_prf 2211425A Zn 

transporter [Saccharomyces cerevisiae] 



Seq. No. 


172779 


Seq. ID 


jC-atXLIB327 409Plcl0al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


50 


E value 


8.0e-19 


Match length 


54 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, 


Seq. No. 


172780 


Seq. ID 


jC-atXLIB327 409Plcl2al 


Method 


BLASTX 


NCBI GI 


g2809238 


BLAST score 


213 


E value 


7.0e-17 


Match length 


103 


% identity 


50 


NCBI Description 


(AC002560) F21B7.7 [Arabidopsis thaliana] 


Seq. No. 


172781 


Seq. ID 


jC-atXLIB327409Pld07al 


Method 


BLASTN 



23672 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2288979 
495 

0.0e+00 

550 

69 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172782 

jC-atXLIB327 4 09Pldl0al 

BLASTX 

g2811026 

405 

3.0e-39 

80 
100 

TCP1-CHAPERONIN COFACTOR A HOMOLOG >gi_1946^ U93215) 
TCPl-chaperonin cofactor A isolog [Arabidopsis haliana] 
>gi_2347204 (AC002338) TCPl-chaperonin cofactor A isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172783 

jC-atXLIB327409Pldllal 

BLASTX 

g464662 

112 

5.0e-05 

98 
35 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884jpir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb__CAA4 6347_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94 554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA2298 6_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>gi_7 37169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 

172784 

jC-atXLIB32740 9Pldl2al 

BLASTN 

g2462264 

50 

7.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172785 

jC-atXLIB327409Ple0 6bl 

BLASTN 

g3128143 

48 

1.0e-17 



23673 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



220 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

172786 

jC-atXLIB327409Ple08al 

BLASTN 

g2462264 

49 

4.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172787 

jC-atXLIB3274 0 9Plfl0al 

BLASTN 

g2462264 

39 

3.0e-12 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
172788 

jC-atXLIB3274 09Plfl2al 

BLAST X 

g2924781 

216 

5.0e-19 

84 
51 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 

172789 

jC-atXLIB327409Plg02bl 

BLASTX 

gll4330 

804 

1.0e-105 

214 
93 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_166746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 

172790 

jC-atXLIB3274 09Plg03al 

BLASTN 

g619938 

107 

5.0e-53 

286 



23674 



% identity 8 6 

NCBI Description Arabidopsis thaliana starch branching enzyme class II 
(sbe2-l) mRNA, partial cds 





1 79791 


Seq. ID 


-i C-atXT,TR^?7 4 0QP1 rrflfi^l 

_JV— ' QLAJJXljJi, / 1v jTXUUUCli 


LJC L- 11UU 


DXjiAO 1 IN 


NCRT 

WuOl vJ X 


rr94 69 9 £4 






£j v dX Lit; 


1 np-1 9 

1 . Uc X Z 


1 id L Uil X tJIiy I— ii 




% identity 


93 


NCBI Description 


Cucumis sativus inRNA f 


Seq. No. 


172792 


Seq. ID 


jC-atXLIB327409Plgl2bl 


Method 


BLASTX 


NCBI GI 


gll4335 


BLAST score 


1159 


E value 


1.0e-127 


Match length 


237 


% identity 


97 


NCBI Description 


PLASMA MEMBRANE AT PAS E 



2 (PROTON PUMP) 

>gi_67 973_pir PXMUP2 H+-transporting ATPase (EC 3. 

type 2, plasma membrane - Arabidopsis thaliana >gi 
(J05570) H+-ATPase [Arabidopsis thaliana] 



6.1.35) 

166629 



Seq. No. 


172793 


Seq. ID 


jC-atXLIB3274 09Plh09al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


45 


E value 


6.0e-16 


Match length 


53 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


172794 


Seq. ID 


jC-atXLIB3274 09Plh09bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


53 


E value 


9.0e-21 


Match length 


72 


% identity 


93 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich spl 




factor, RSp40 


Seq. No. 


172795 


Seq. ID 


jC-atXLIB327409Plhllbl 


Method 


BLASTX 


NCBI GI 


g2832631 


BLAST score 


1099 


E value 


1.0e-120 


Match length 


222 


% identity 


98 



NCBI Description (AL021711) nodulin-26 - like protein [Arabidopsis thaliana] 



23675 



Seq. No. 


172796 


Seq. ID 


jC-atXLIB327409Plhl2al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


41 


E value 


1 . Oe-13 


Match length 


41 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for* n^'h^'h'in — 1 i Vp nrrifpin narfi 


Seq. No. 


172797 


Seq. ID 


jC-atXLIB327409P2a02al 


Method 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


255 


E value 


1.0e-141 


Match length 


509 


% identity 


91 


NCBI Description 


Arabidoosis tbali^ria rhrnmncioTiip TT RAT rrpnom-i p 






Seq. No. 


172798 


Seq. ID 


jC-atXLIB327409P2a04al 


Method 


BLASTN 


NCBI GI 


g3927822 


BLAST score 


111 


E value 


4 . 0e-55 


MrHtch 1 pnath 


166 


% identity 


93 


NCBI Description 


A "T3 H 1 Horm "i ^ t"h^ 1 "i ana r"h rnmnQomo TT R Zl P TTPKII £ ^anAm -1 o 
m awxuu^Joio Lliaiiaila L-11J_ vJILLOo wILLtr A. _L OrlO C O IN 1 0 ysnOIUlC 




g prmpn pp pottiti 1 pii - pi q pirn mnro f IlraKi H r\t~\ o-i o ■f-'hal-ia-nal 
qc^uculc f L/Uiup±ctc oCL^Udi^t: LrliaJJlUUpo J_lb UIla.J--Lci.Ilcl J 


Seq. No. 


172799 


Seq. ID 


jC-atXLIB3274 09P2a04bl 


Method 


BLASTN 


NCBI GI 


g3927822 


BLAST score 


292 


E value 


1.0e-163 


Match length 


296 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F8N16 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


172800 


Seq. ID 


jC-atXLIB327409P2a05al 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTN 

g2462264 

42 

4.0e-14 

54 
94 

Cucumis 



sativus mRNA for patatin-like protein, partial 



172801 

jC-atXLIB3274 09P2a07bl 
BLASTN 



23676 



NCBI GI 
BLAST score 
. £ value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl66628 
79 

2.0e-36 

79 
100 

A.thaliana plasma membrane H-h-ATPase gene, complete cds 
172802 

jC-atXLIB327409P2b03al 

BLASTX 

gl667582 

209 

2.0e-16 

90 

51 

(U76607) splicing factor At-SRp40 [Arabidopsis thaliana] 
172803 

jC-atXLIB327409P2b05bl 

BLAST N 

g4468976 

395 

0.0e+00 

415 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19F18 
(ESSA project) 

172804 

jC-atXLIB327409P2b07al 

BLASTX 

g2129759 

192 

4 .Oe-14 

154 
29 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

172805 

jC-atXLIB327409P2bl0al 

BLASTN 

g2462264 

56 

2.0e-22 

60 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172806 

jC-atXLIB3274 09P2c01al 

BLASTN 

g2462264 

48 

9.0e-18 

52 



23677 



% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172807 

jC-atXLIB3274 09P2c02al 

BLASTN 

g3402695 

188 

1.0e-101 

272 
62 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172808 

jC-atXLIB327409P2c05al 

BLASTN 

g4713943 

611 

0.0e+00 

665 

99 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 

172809 

jC-atXLIB3274 09P2c06al 

BLASTN 

g2264304 

215 

1.0e-117 

235 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

172810 

jC-atXLIB327409P2c06bl 

BLASTX 

g2501188 

730 

2.0e-77 

145 

99 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

172811 

jC-atXLIB327409P2c07al 

BLASTN 

g3241916 

281 

1.0e-157 

306 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



23678 



K15N18, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172812 

jC-atXLIB3274 09P2c08al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172813 

jC-atXLIB327409P2c09al 

BLASTN 

g4760411 

577 

0.0e+00 
641 



Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F25C20 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172814 

jC-atXLIB3274 09P2d01al 

BLASTN 

g4589436 

144 

5.0e-75 

350 
87 

Arabidopsis thaliana genomic 
MPA22, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172815 

jC-atXLIB327409P2d05bl 

BLASTN 

g2262097 

319 

1.0e-179 

402 

97 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172816 

jC-atXLIB327409P2d07bl 

BLASTN 

g2582640 

61 

2.0e-25 

72 
97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 



172817 



23679 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



jC-atXLIB327409P2e06al 

BLASTN 

g2462264 

53 

2.0e-20 
57 

98 * 

Cucumis sativus mRNA for patatin-like protein, partial 
172818 

jC-atXLIB327409P2e08bl 

BLASTN 

g4220643 

171 

3.0e-91 

432 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD22 , complete sequence [Arabidopsis thaliana] 

172819 

jC-atXLIB3274 09P2e09al 

BLASTN 

g2462264 

56 

2.0e-22 

60 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172820 

jC-atXLIB327409P2f09al 

BLASTN 

gl66657 

154 

6.0e-81 

415 
85 

Arabidopsis thaliana Ccrl mRNA, complete cds 
172821 

jC-atXLIB3274 0 9P2h02al 

BLASTN 

g2290120 

43 

7.0e-15 

67 
91 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172822 

jC-atXLIB327 4 09P2h06al 

BLASTN 

g2462264 

56 

2.0e-22 



23680 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172823 

jC-atXLIB327409P2h09bl 

BLASTN 

g2582640 

43 

8.0e-15 

57 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172824 

jC-atXLIB327409P3a01bl 

BLASTN 

g2582640 

44 

2.0e-15 

72 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172825 

jC-atXLIB327409P3a06al 

BLASTN 

g2462264 

44 

2.0e-15 

56 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172826 

jC-atXLIB3274 09P3a08bl 

BLASTN 

g2264311 

175 

2.0e-93 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

172827 

jC-atXLIB3274 09P3a09bl 

BLASTX 

g282994 

280 

9.0e-25 

93 
54 

Sipl protein - barley >giJL 67100 (M77475) seed imbibition 
protein [Hordeum vulgare] 



23681 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



172828 

jC-atXLIB327409P3b03bl 

BLASTX 

g2191128 

556 

4.0e-57 

131 

81 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 

172829 

jC-atXLIB327409P3b04al 

BLASTN 

g531828 

50 

9.0e-19 

54 

98 

Cloning vector pSportl, complete cds 
172830 

jC-atXLIB327409P3c01bl 

BLASTN 

g2582640 

59 

3.0e-24 

70 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172831 

jC-atXLIB3274 09P3c02bl 

BLASTX 

g3046703 

648 

7.0e-68 

135 
94 

(AL021749) protein kinase ADKl-like protein [Arabidopsis 
thaliana] 

172832 

jC-atXLIB327409P3cl0al 

BLASTX 

g4056433 

364 

2.0e-34 

151 

49 

(AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb_X6037 6 from Brassica napus . [Arabidopsis thaliana] 

172833 

jC-atXLIB327409P3d09al 



23682 



Method BLASTN 

NCBI GI g2462264 

BLAST score 50 

E value 6.0e-19 

Match length 54 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172834 

Seq. ID jC-atXLIB327409P3e02al 

Method BLASTN 

NCBI GI g531828 

BLAST score 54 

E value 2.0e-21 

Match length 5 4 

% identity 100 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 172835 

Seq. ID jC-atXLIB327409P3e04al 

Method BLASTX 

NCBI GI g3805845 

BLAST score 318 

E value 2.0e-36 

Match length 84 

% identity 91 

NCBI Description (AL03198 6) putative protein [Arabidopsis thaliana] 

Seq. No. 172836 

Seq. ID jC-atXLIB327409P3e08bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 5 6 

E value 1.0e-22 

Match length 75 

% identity 95 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 172837 

Seq. ID jC-atXLIB327409P3el0al 

Method BLASTX 

NCBI GI g2231821 

BLAST score 204 

E value 1.0e-15 

Match length 117 

%' identity 42 

NCBI Description (U93028) DNA polymerase I [Bacillus stearothermophilus] 

Seq. No. 172838 

Seq. ID jC-atXLIB327409P3f02al 

Method BLASTN 

NCBI GI g531828 

BLAST score 53 

E value 2.0e-20 

Match length 64 

% identity 95 



23683 



# 



NCBI Description Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172839 

jC-atXLIB327409P3f03al 

BLASTN 

g2290120 

47 

3.0e-17 

66 
92 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172840 

jC-atXLIB3274 09P3f05al 

BLASTX 

g4588376 

124 

3.0e-13 

68 
65 

(AF106954) galactinol synthase [Brassica napus] 
172841 

jC-atXLIB3274 09P3f07al 

BLASTN 

g2290120 

50 

9.0e-19 

50 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172842 

jC-atXLIB327409P3g01al 

BLASTX 

g3033375 

215 

5.0e-17 

140 

30 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



172843 

jC-atXLIB3274 09P3g05al 

BLASTN 

g4388714 

181 

7.0e-97 

288 

92 

Arabidopsis thaliana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



172844 



23684 



Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

'E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



jC-atXLIB32 74 09P3gl0bl 

BLASTX 

g3420935 

779 

3.0e-83 

149 

98 

(AF082157) beta-glucosidase [Arabidopsis thaliana] 
>gi_3421390 (AF082158) beta-glucosidase homolog 
[Arabidopsis thaliana] 

172845 

jC-atXLIB327409P3h04al 

BLASTN 

g4680765 

73 

1.0e-32 

97 

95 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 

172846 

jC-atXLIB3274 09P3hl0al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172847 

jC-atXLIB327409P4a01al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172848 

jC-atXLIB327 4 09P4a06al 

BLASTX 

g3879811 

182 

2.0e-13 

67 

49 

(Z66524) Homology with Squid retinal-binding protein (PIR 
Acc. No. A53057) [Caenorhabditis elegans] 

172849 

jC-atXLIB327409P4a07al 

BLASTX 

g3878570 



23685 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

3.0e-23 

77 
61 

(Z46381) similar to lipoic acid synthase; cDNA EST 
yk283b6.3 comes from this gene; cDNA EST yk283b6.5 comes 
from this gene; cDNA EST yk472f5.3 comes from this gene; 
cDNA EST yk472f5.5 comes from this gene; cDNA EST yk476e7.3 

CO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172850 

jC-atXLIB327409P4b02al 

BLASTN 

g2462264 

48 

9.0e-18 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
172851 

jC-atXLIB3274 09P4b02bl 

BLASTN 

g2582640 

68 

1.0e-29 

75 
99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172852 

jC-atXLIB327 4 09P4b05al 

BLASTN 

g2462264 

47 

3.0e-17 

51 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172853 

jC-atXLIB327409P4b06bl 

BLASTX 

gl523796 

540 

3.0e-55 

101 

100 

(X97864) cytochrome P450 
172854 

jC-atXLIB327409P4b07bl 
BLASTX 
gl769903 
250 

2.0e-21 



[Arabidopsis thaliana] 



23686 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 
100 

(X95738) proline transporter 2 [Arabidopsis thaliana] 
172855 

jC-atXLIB3274 09P4b08al 

BLASTN 

g2462264 

51 

1.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172856 

jC-atXLIB3274 09P4b09al 

BLASTN 

g3702736 

286 

1.0e-160 

428 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRU, complete sequence [Arabidopsis thaliana] 

172857 

jC-atXLIB327409P4bl0bl 

BLASTN 

g4757407 

69 

2.0e-30 

330 

88 

Arabidopsis thaliana genomic 
MQD19, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172858 

jC-atXLIB3274 0 9P4bl2al 

BLASTN 

g2828186 

81 

2.0e-37 

208 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18I23, complete sequence [Arabidopsis thaliana] 

172859 

jC-atXLIB3274 09P4c01al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



23687 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gr 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172860 

jC-atXLIB327 409P4c03al 

BLASTN 

g4584387 

64 

3.0e-27 

224 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



172861 

jC-atXLIB327409P4c06bl 

BLASTN 

g2505873 

177 

9.0e-95 

432 
98 

Arabidopsis thaliana DNA, 



F7J7 



40 kb surrounding ACS1 locus 



172862 

jC-atXLIB327409P4c08al 
BLASTX 
g99713 
323 

7.0e-30 
63 
97 

homeotic protein agamous 
> gi_l 34550 5_emb_CAA3 7 6 4 2__ 

1-285) [Arabidopsis thaliana] >gi_226968_prf 
agamous gene [Arabidopsis sp.] 



Arabidopsis thaliana 
(X53579) agamous gene product (AA 

1612343A 



Seq. No. 
Seq. ID 

Method 



172863 

jC-atXLIB327409P4c09al 

BLASTX 

g2245093 

266 

4.0e-23 

84 
33 

(297343) membrane channel protein [Arabidopsis thaliana] 
172864 

jC-atXLIB327 40 9P4cl0al 

BLASTX 

g4469009 

282 

5.0e-25 

80 
75 

(AL035602) putative protein [Arabidopsis thaliana] 
172865 

jC-atXLIB327409P4cllal 
BLASTN 



23688 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2290120 
55 

6.0e-22 

66 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172866 

jC-atXLIB3274 09P4cllbl 

BLASTN 

g2576362 

379 

0.0e+00 

434 

98 

Arabidopsis thaliana amino acid transport protein mRNA, 
complete cds 

172867 

jC-atXLIB327409P4cl2al 

BLASTN 

g3128135 

228 

1.0e-125 

352 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172868 

jC-atXLIB327409P4d01al 

BLASTX 

g2454184 

283 

3.0e-25 

81 

69 

(U80186) -pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

172869 

jC-atXLIB3274 09P4d05al 

BLASTN 

g2462264 

47 

3.0e-17 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172870 

jC-atXLIB327409P4dllal 

BLASTX 

g2894378 

58 

1.0e-13 



23689 



Match length 


83 


% identity 


45 


NCBI Description 


(Y14573) putative ribophorin I homologue [Hordeum vulgare] 


Seq. No. 


172871 


Seq. ID 


jC-atXLIB327409P4e01al 


Method 


BLASTN 




gz 4 uZZ o4 


BLAST score 


56 


E value 


2.0e-22 


Match length 


56 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


172872 


Seq. ID 


jC-atXLIB3274 09P4e01bl 


Method 


BLASTX 


NCBI GI 


g4263525 


DT ACT 1 /-\ -v /-\ 

tsiiiibi score 


3 y / 


E value 


2.0e-38 


Match length 


149 


% identity 


59 


NCBI Description 


(AC004 044) putative photosystem I reaction center subunit 




II precursor [Arabidopsis thaliana] 


Seq. No. 


172873 


Seq. ID 


jC-atXLIB327409P4e05al 


Method 


BLASTN 


NCBI GI 


g4757414 


bLAbi score 


101 


E value 


2.0e-49 


Match length 


311 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MYF24, complete sequence 


Seq. No. 


172874 


Seq. ID 


jC-atXLIB327409P4e06bl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl550738 

434 

8.0e-43 

136 

69 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2 9824 43_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 

172875 

jC-atXLIB3274 09P4e08al 

BLASTX 

g4587611 

367 

5.0e-35 

76 
97 

(AC006951) putative 40S ribosomal protein S17 [Arabidopsis 



23690 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172876 

jC-atXLIB327409P4e08bl 

BLASTX 

g4587611 

274 

4.0e-24 

111 

59 

(AC006951) 
thaliana] 



putative 40S ribosomal protein S17 [Arabidopsis 



Seq. No. 
Seq. ID 



172877 

jC-atXLIB327409P4e09al 

BLASTN 

g2462264 

53 

9.0e-21 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172878 

jC-atXLIB327409P4el0al 

BLASTX 

g2864602 

452 

6.0e-45 

99 
85 

(Y12071) thylakoid lumen rotamase [Spinacia oleracea] 
172879 

jC-atXLIB327409P4el0bl 

BLASTN 

g2582640 

63 

1.0e-26 

74 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172880 

jC-atXLIB327409P4el2al 

BLASTN 

g4589419 

426 

0.0e+00 

426 

100 

Arabidopsis thaliana genomic 
K2I5, complete sequence 

172881 

jC-atXLIB327409P4f01al 



DNA, chromosome 5, TAC clone: 



23691 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g3985931 

115 

1.0e-57 

135 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 

172882 

jC-atXLIB327409P4f02al 

BLASTN 

g531828 

54 

2.0e-21 

66 

95 

Cloning vector pSportl, complete cds 
172883 

jC-atXLIB327409P4f05al 

BLASTN 

g2462264 

54 

2.0e-21 
54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172884 

jC-atXLIB3274 09P4f06al 

BLASTN 

g2980640 

100 

8.0e-49 

321 
87 

Arabidopsis thaliana mRNA for putative MRP protein 
172885 

jC-atXLIB327409P4f06bl 

BLASTX 

g2980641 

688 

1.0e-72 

135 
99 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
172886 

jC-atXLIB327409P4g01bl 

BLASTX 

g421929 

249 

7.0e-33 

93 
12 



23692 



NCBI Description ubiquitin - tomato >gi_312160_emb_CAA51679_ 
ubiquitin [Lycopersicon esculentum] 



(X73156) 



Seq. No. 


172887 


Seq. ID 


jC-atXLIB327409P4g03al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


E value 


4.0e-23 


Match length 


61 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


172888 


Seq. ID 


jC-atXLIB327 409P4g07al 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


348 


E value 


9. Oe-33 


Match length 


98 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


172889 


Seq. ID 


jC-atXLIB3274 09P4gl0al 


Method 


BLASTN 


NCBI GI 


.g4757403 


BLAST score 


242 


E value 


1. Oe-133 


Match length 


382 


% identity 


94 


NCBI Description 


Arabidopsis thaliana gene 




MJL12 , complete sequence 


Seq. No. 


172890 


Seq. ID 


jC-atXLIB3274 09P4h01al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


E value 


4.0e-23 


Match length 


57 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


172891 



DNA, chromosome 3, PI clone: 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



jC-atXLIB3274 09P4h01bl 

BLASTN 

g2582640 

63 

1.0e-26 

74 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172892 

jC-atXLIB327 4 0 9P4h04al 



23693 



Method 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


253 


E value 


1.0e-140 


Match length 


414 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MXK3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


172893 


Seq. ID 


jC-atXLIB327409P4h05al 


Method 


BLASTN 


NCBI GI 


g3702731 


BLAST score 


48 


E value 


9. 0e-18 


Match length 


105 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MFC19, complete sequence [Arabidopsis thaliana] 


Seq. No. 


172894 


Seq. ID 


jC-atXLIB327410Pla04al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


54 


E value 


3. Oe-21 


Match length 


62 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for Datatin- 1 i Icp nrnfpi n nartial 


Seq. No. 


172895 


Seq. ID 


jC-atXLIB327410Pla06al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


57 


E value 


1.0e-23 


Match length 


65 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


172896 


Seq. ID 


jC-atXLIB327410Plallbl 


Method 


BLASTX 


NCBI GI 


g3219271 


BLAST score 


335 


E value 


6 . Oe-31 


Match length 


126 


% identity 


60 


NCBI Description 


(AB015315) MAP kinase kinase 4 rArabi Hnn^i 9 fhal i anal 


Seq. No. 


172897 


Seq. ID 


jC-atXLIB327410Plal2al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


56 


E value 


3.0e-22 



23694 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172898 

jC-atXLIB327410Plb04al 

BLASTN 

g2290120 

51 

1.0e-19 

59 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172899 

jC-atXLIB327410Plb07al 

BLASTN 

g540252 

33 

3.0e-09 

33 
100 

Cloning vector pSVSportl bet a- lactamase gene, complete cds 
172900 

jC-atXLIB327410Plb07bl 

BLASTN 

g3941523 

41 

2.0e-13 

45 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172901 

jC-atXLIB327410Plbl0al 

BLASTN 

g2290120 

57 

7.0e-23 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172902 

jC-atXLIB327410Plc03bl 

BLASTN 

g2582640 

45 

5.0e-16 

53 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23695 



Seq.. No. 


172903 


Seq. ID 


jC-atXLIB327410Plc04bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


46 


E value 


3.0e-16 


Match length 


58 


% identity 


95 


NCBI Description 


ArabidoDsis thaliana mRNA for arrHn-inp 




factor, RSp40 


Seq. No. 


172904 


Seq. ID 


jC-atXLIB327410Plc07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


49 


E value 


2 . 0e-18 


Match length 


61 


% identity 


95 


NCBI Description 


Cucumis sati vn«! mRNFA for* naf at i n-1 i Vo 


Seq. No. 


172905 


Seq. ID 


jC-atXLIB327410Plc08al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


40 


E value 


6 . Oe-13 


Match length 


60 


% identity 


92 


NCBI Description 


Clonincf vprtnr n^nnrM pAmn 1 o-f-o pHo 


Seq. No. 


172906 


Seq. ID 


jC-atXLIB327410Plcl0bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


44 


E value 


4 . Oe-15 


Match length 


72 


% identity 


90 


NCBI Description 


Arab i dO"DS is 1"ha 1 "I ^na TnRKFZX for- ^-rrri n i -na. 




factor. RSn40 


Seq. No. 


172907 


Seq. ID 


jC-atXLIB327410Pld01bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


55 


E value 


5.0e-22 


Match length 


79 


% identity 


92 



NCBI Description 



Seq. No. 
Seq. ID 

Method 



Arabidopsis thaliana mRNA 
factor, RSp40 

172908 

jC-atXLIB327410Pld03bl 
BLASTN 



for arginine/serine-rich splicing 



23696 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3941523 
33 

7.0e-09 

45 

93 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

172909 

jC-atXLIB327 410Pld09al 

BLASTN 

g2462264 

35 

1.0e-09 

63 
89 

Cucumis sativus mRNA for patatin-like protein, partial 



172910 

jC-atXLIB327410Pldllbl 

BLASTN 

g2582640 

33 

5.0e-09 

49 

92 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



172911 

jC-atXLIB327410Pld!2bl 

BLASTN 

g2582640 

52 

2.0e-20 

72 

93 

Arabidopsis thaliana mRNA 
factor, RSp40 

172912 

jC-atXLIB327410Ple03bl 

BLASTN 

g2582640 

49 

3.0e-18 

72 
93 

Arabidopsis thaliana mRNA 
factor, RSp40 

172913 

jC-atXLIB327410Ple05al 

BLASTN 

g2827698 

69 

2.0e-30 



for arginine/serine-rich splicing 



for arginine/serine-rich splicing 



23697 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 
84 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) 

172914 

jC-atXLIB327410Ple07bl 

BLASTN 

g4469002 

86 

2.0e-40 

134 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 
(ESSA project) 

172915 

jC-atXLIB327 410Ple08al 

BLASTN 

g2462264 

52 

4.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172916 

jC-atXLIB327 410Ple08bl 

BLASTX 

gl345644 

412 

1.0e-55 

137 
84 

CYTOCHROME P450 8 6A1 (CYPLXXXVI) >gi_94044 6_emb_CAA62082_ 
(X90458) cytochrome p450 [Arabidopsis thaliana] 

172917 

jC-atXLIB327410Ple09al 

BLASTN 

g2462264 

34 

3.0e-09 

42 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172918 

jC-atXLIB327 410Plel0bl 

BLASTN 

g2582640 

55 

1.0e-21 

78 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23698 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172919 

jC-atXLIB327410Plf01bl 

BLASTN 

g3985931 

200 

1.0e-108 

300 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


172920 






Seq. ID 


jC-atXLIB327410Plf 02al 






Method 


BLASTN 






NCBI GI 


g2462264 






BLAST score 


40 






E value 


9. 0e-13 






Match lenath 


44 






^ i dent it v 


98 






NCBI Description 


Cucumis sativus mRNA for 


patatin-like protein, 


partial 


Seq. No. 


172921 






Seq. ID 


jC-atXLIB327 410Plf04al 






Method 


BLASTN 






L\\_/ J_> X W X 


a2462264 






RT.AST qmrp 


39 






V, va liip 


3. Oe-12 






M^'hfh lencrth 


43 






O X VJ.13 1 1 1 L 1— y 


98 






NCBI Description 


Cucumis sativus mRNA for 


patatin-like protein, 


partial 


Seq. No. 


172922 






Seq. ID 


jC-atXLIB327410Plf07al 






Method 


BLASTN 






NCBI GI 


g2462264 






BLAST score 


43 






E value 


8.0e-15 






Match length 


51 






% identity 


96 






NCBI Description 


Cucumis sativus mRNA for 


patatin-like protein, 


partial 


Seq. No. 


172923 






Seq. ID 


jC-atXLIB327410Plf09bl 






Method 


BLASTX 






NCBI GI 


g2791834 






BLAST score 


47 






E value 


4. Oe-12 






Match length 


80 






% identity 


54 






NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot 


esculenta] 



Seq. No. 172924 

Seq. ID jC-atXLIB327410Plf lObl 

Method BLASTN 

NCBI GI g3219270 

BLAST score 84 



23699 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



5.0e-39 

128 
92 

Arabidopsis thaliana ATMKK4 mRNA for MAP kinase kinase 4, 
complete cds 

172925 

jC-atXLIB327410Plfllal 

BLASTN 

g2570223 

77 

8.0e-35 

444 



Arabidopsis thaliana chromosome 1 BAC F20D22 
complete sequence [Arabidopsis thaliana] 



sequence, 



172926 

jC-atXLIB327410Plg08al 

BLASTN 

g2290120 

33 

1. Oe-08 

33 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172927 

jC-atXLIB327410Plg08bl 

BLASTN 

g2582640 

50 

5.0e-19 

74 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172928 

jC-atXLIB327410Plh01bl 

BLASTX 

gl076422 

401 

1.0e-38 

139 

65 

transcription factor OBF4 - Arabidopsis thaliana 
>gi_414 613_emb_CAA4 9524_ (X69899) ocs-element binding 
factor 4 [Arabidopsis thaliana] 

172929 

jC-atXLIB327410Plhl2bl 

BLASTN 

g2582640 

46 

6.0e-17 



23700 



Match length 

% identity 

NCBI Description 



58 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 


172930 


Seq. ID 


jC-atXLIB327410P2a04al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


41 


E value 


1.0e-13 


Match length 


53 


% identity 


94 


NCBI Description 


Cucumis sativus mRNA for patatin 


Seq. No. 


172931 


Seq. ID 


jC-atXLIB327410P2a08bl 


Method 


BLASTX 


NCBI GI 


gl730777 


BLAST score 


153 


E value 


7.0e-10 


Match length 


124 


% identity 


35 


NCBI Description 


HYPOTHETICAL 119.3 KD PROTEIN IN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



REGION >gi_1078050_pir S55151 probable membrane protein 

YNL132w - yeast (Saccharomyces cerevisiae) 
>gi_8 5450 5_emb_CAA8 689 3_ (Z46843) o r f 1 6 [ Sacchar omy ce s 
cerevisiae] >gi__1302072_emb_CAA96014_ (Z71408) ORF YNL132w 
[Saccharomyces cerevisiae] 

172932 

jC-atXLIB327410P2al0al 

BLASTN 

g4558674 

295 

1.0e-165 

418 
93 

Arabidopsis thaliana chromosome II BAC F7B19 genomic 
sequence, complete sequence 

172933 

jC-atXLIB327410P2allbl 

BLASTX 

g2190548 

253 

1.0e-21 

54 
80 

(AC001229) EST gb_ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 

172934 

jC-atXLIB327410P2al2al 

BLASTN 

g2462264 

37 



23701 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

37 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172935 

jC-atXLIB327410P2al2bl 

BLASTN 

g2618600 

76 

2.0e-34 

128 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDC12 , complete sequence [Arabidopsis thaliana] 

172936 

jC-atXLIB327 410P2b01al 

BLASTN 

g2462264 

34 

9.0e-10 

42 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
172937 

jC-atXLIB327 410P2b04al 

BLASTN 

g2462264 

53 

9.0e-21 

61 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172938 

jC-atXLIB327 410P2b08al 

BLASTN 

gl785673 

413 

0.0e+00 

428 

99 

A. thaliana mitochondrial genome, part A 
172939 

jC-atXLIB327 410P2b08bl 

BLASTX 

gl785689 

567 

2.0e-58 

105 
100 

(Y08501) cytochrome c biogenesis orf452 [Arabidopsis 
thaliana] 



23702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172940 

jC-atXLIB327410P2bl0al 

BLASTN 

g2462264 

40 

5.0e-13 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172941 

jC-atXLIB327410P2bl0bl 

BLASTN 

g2582640 

56 

1.0e-22 

68 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172942 

jC-atXLIB327410P2bl2bl 

BLASTN 

g3800746 

35 

5.0e-10 

50 
96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172943 

jC-atXLIB327410P2cl2al 

BLASTN 

g540252 

42 

3.0e-14 

58 
93 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
172944 

jC-atXLIB327410P2d04bl 

BLASTX 

g4559385 

171 

5.0e-12 

147 

35 

(AC006526) putative cyclic nucleotide-regulated ion channel 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



172945 

jC-atXLIB327410P2e01al 

BLASTN 

g2462264 



23703 



II 



BLAST score 4 9 

E, value 2.0e-18 

Match length , 57 

% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 172946 

Seq. ID jC-atXLIB327410P2e01bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 63 

E value 8 .Oe-27 

Match length 71 

% identity 97 

NCBI Description Arabidopsis thaliana rnRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 172947 

Seq. ID jC-atXLIB327410P2e05al 

Method BLASTN 

NCBI GI g683503 

BLAST score 63 

E value 9. Oe-27 

Match length 83 

% identity 94 

NCBI Description A. thaliana mRNA for 65kDa regulatory subunit of protein 
phosphatase 2A 



Seq. No. 


172948 


Seq. ID 


jC-atXLIB327410P2e05bl 


Method 


BLASTN 


NCBI GI 


g531832 


BLAST score 


36 


E value 


1.0e-10 


Match length 


44 


% identity 


95 


NCBI Description 


Cloning vector pSport2, 


Seq. No. 


172949 


Seq. ID 


jC-atXLIB327410P2f01al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


50 


E value 


5.0e-19 


Match length 


54 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


172950 


Seq. ID 


jC-atXLIB327 410P2f05al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


50 


E value 


6.0e-19' 


Match length 


62 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for 



23704 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172951 

jC-atXLIB327410P2f08bl 

BLASTN 

g2264318 

432 

0.0e+00 

436 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

172952 

jC-atXLIB327410P2fl0al 

BLASTX 

g2894559 

170 

7.0e-12 

52 
69 

(AL021890) putative protein [Arabidopsis thaliana] 
172953 

jC-atXLIB327410P2fllbl 

BLASTX 

g2654088 

728 

2.0e-77 

140 

100 

(AF033118) potassium transporter [Arabidopsis thaliana] 
>gi_2688979 (AF029876) high-affinity potassium transporter 
AtKUPlp [Arabidopsis thaliana] >gi_3150413 (AC004165) 
high-affinity potassium transporter (AtKUPl) [Arabidopsis 
thaliana] >gi_3420045 (AC004680) high-affinity potassium 
transporter (AtKUPl) [Arabidopsis thaliana] 

172954 

jC-atXLIB327410P2g01al 

BLASTN 

g3355463 

77 

4.0e-35 

161 

87 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172955 

jC-atXLIB327410P2g04al 

BLASTX 

g4454032 

160 

1.0e-10 

65 
57 

(AL035394) putative protein [Arabidopsis thaliana] 



23705 



Seq. No. 


172956 


Seq. ID 


jC-atXLIB327410P2g07al 


Method 


BLASTX 


NCBI GI 


g2104529 


BLAST score 


406 


E value 


1.0e-39 


Match length 


108 


% identity 


76 


NCBI Description 


(AF001308) putative hexose transp 




thaliana] 


Seq. No. 


172957 


Seq. ID 


jC-atXLIB327410P2h01al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


54 


E value 


2 . 0e-21 


Match length 


62 


% identity 


97 


NCBI Description 


Clonino vector d^ddtM rrvmnl p*t*p 


Seq. No. 


172958 


Seq. ID 


jC-atXLIB327410P2h03al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


48 


E value 


9. Oe-18 


Match length 


56 


% identity 


96 


NCBI Description 


Cucuitiis sativum mRNA "For n^rprin — 


Seq. No. 


172959 


Seq. ID 


jC-atXLIB327410P2h04bl 


Method 


BLASTX 


NCBI GI 


g2499608 


BLAST score 


94 


E value 


4.0e-ll 


Match length 


57 


% identity 


65 


NCBI Description 


MITOGEN-ACTIVATED PROTEIN KINASE 



[Arabidopsis 



(ATMPK4) >gi_212964 5__pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457400_dbj_BAA04867_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172960 

jC-atXLIB327410P2h06al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



172961 



23706 



Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327410P2h07al 

BLASTN 

g2462264 

39 

2.0e-12 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172962 

jC-atXLIB327410P2h08bl 

BLASTX 

g2827992 

189 

4.0e-25 

102 
53 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
172963 

jC-atXLIB327 410P2h09al 

BLASTX 

g3790581 

246 

8.0e-21 

44 
98 

(AF079179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



172964 

jC-atXLIB327 410P3a02al 

BLASTN 

g2462264 

38 

8.0e-12 

42 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
172965 

jC-atXLIB327 410P3a02bl 

BLASTN 

g2582640 

48 

7.0e-18 

72 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172966 

jC-atXLIB327 410P3a03al 

BLASTN 

g2462264 

48 

9.0e-18 



23707 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
172967 

jC-atXLIB327410P3a03bl 
BLASTN 
g3047088 
398 

0.0e+00 
438 
98 

Arabidopsis thaliana BAC T26D22 
172968 

jC-atXLIB327410P3b02al 
BLASTN 
gl359492 
102 

5.0e-50 
186 
96 

A. thaliana mRNA for zinc finger protein DAG1 (BBFa) 
172969 

jC-atXLIB327410P3b07al 
BLASTN 
g2462264 
53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
172970 

jC-atXLIB327410P3bl2al 
BLASTX 
g3334323 
359 

4.0e-34 

70 
97 

GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) 
[Arabidopsis thaliana] >gi_2104532_gb_AAC787 00 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Sari homolog 
1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172971 

jC-atXLIB327410P3c06bl 

BLASTX 

g4206763 

258 

3.0e-22 

58 
90 

(AF104328) cell , wall-plasma membrane linker protein homolog 



23708 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



172972 

jC-atXLIB327410P3cl2al 

BLASTN 

g2462264 

42 

3.0e-14 

42 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172973 

jC-atXLIB327410P3cl2bl 

BLASTX 

g2129965 

177 

1.0e-12 

61 
66 

Sari homolog GTP-binding protein NTGB2 - common tobacco 
(fragment) >gi_1184 989 (U46928) NTGB2 [Nicotiana tabacum] 

172974 

jC-atXLIB327410P3e05al 

BLASTN 

g2290120 

51 

1.0e-19 

59 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172975 

jC-atXLIB327410P3e08al 

BLASTN 

g2462264 

57 

4.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
172976 

jC-atXLIB327410P3g09bl 

BLASTN 

g2582640 

58 

1.0e-23 

70 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172977 

jC-atXLIB327410P3h07bl 



23709 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E-- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4521249 

474 

2.0e-47 

126 

75 

(AB013912) DNA helicase [Mus musculus] 
172978 

jC-atXLIB327410P4a04al 

BLASTN 

g2462264 

42 

3.0e-14 

46 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



172979 

jC-atXLIB327410P4a04bl 

BLASTN 

g3941523 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana putative 
mRNA, complete cds 



transcription factor (MYB92) 



172980 

jC-atXLIB327410P4a06al 

BLASTN 

g4757409 

69 

3.0e-30 

194 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

172981 

jC-atXLIB327410P4a07al 

BLASTX 

g2576361 

372 

5.0e-39 

108 

81 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

172982 

jC-atXLIB327410P4b02bl 

BLASTN 

g2582640 

38 

8.0e-12 



23710 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172983 

jC-atXLIB327410P4b04bl 

BLASTN 

g2582640 

33 

5.0e-09 

45 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172984 

jC-atXLIB327410P4dl0al 

BLASTX 

g3511153 

185 

1.0e-13 

59 
56 

(AF063015) cell division protein [Homo sapiens] 
172985 

jC-atXLIB327410P4e01al 

BLASTN 

g3869075 

355 

0.0e+00 

421 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 

172986 

jC-atXLIB327410P4e04bl 

BLASTN 

g2582640 

43 

8.0e-15 

74 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172987 

jC-atXLIB327410P4e06al 

BLASTN 

g2760170 

169 

5.0e-90 

358 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



23711 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MI024, complete sequence [Arabidopsis thaliana] 
172988 

jC-atXLIB327410P4f01bl 

BLASTX 

gl083418 

195 

8.0e-15 

116 
41 

microtubule-associated serine/threonine protein kinase 
MAST205 - mouse >gi_406058 (U02313) protein kinase [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172989 

jC-atXLIB327410P4f02bl 

BLASTN 

g3800746 

40 

6.0e-13 

52 

96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



172990 

jC-atXLIB327410P4f05al 

BLASTN 

g2462264 

53' 

9.0e-21 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
172991 

jC-atXLIB327410P4fllbl 

BLASTN 

g2582640 

34 

2.0e-09 

64 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

172992 

jC-atXLIB327 410P4g04bl 

BLASTN 

g2582640 

37 

3.0e-ll 

45 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23712 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



172993 

jC-atXLIB327410P4g07al 

BLASTN 

g4678315 

108 

1.0e-53 

418 
96 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone T17F15 



172994 

jC-atXLIB327410P4gl2al 

BLASTN 

g2290120 

56 

1.0e-22 

63 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

172995 

jC-atXLIB327 410P4h02al 

BLASTX 

g3386548 

720 

2.0e-76 

141 

93 

(AF07 9504) H-protein promoter binding factor-2b 
[Arabidopsis thaliana] 

172996 

jC-atXLIB327410P4h03al 

BLASTN 

g531828 

37 

3.0e-ll 

53 
92 

Cloning vector pSportl, complete cds 
172997 

jC-atXLIB327410P4h03bl 

BLASTN 

g3395421 

59 

2.0e-24 

127 

87 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

172998 

jC-atXLIB327410P4h05al 
BLASTN 



23713 



(I 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g531828 
52 

3.0e-20 

59 
97 

Cloning- vector pSportl, complete cds 



172999 

jC-atXLIB327410P4h07bl 

BLASTX 

gl076442 

507 

2.0e-51 

135 
70 

beta-glucosidase (EC 3.2. 
>gi__7 5774 0_emb_CAA5 7 9 13_ 
[Brassica napus] 



1.21) - rape 

(X82577) beta-glucosidase 



173000 

]C-atXLIB327410P4hl2al 

BLASTX 

g2290400 

336 

2.0e-31 

107 

63 

(U91339) stearoyl-ACP desaturase 



[ Helianthus annuus ] 



173001 

jC-atXLIB327411Pla01al 

BLASTN 

g2290120 

37 

3.0e-ll 

60 
92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173002 

jC-atXLIB327411Pla01bl 

BLASTN 

g2582640 

39 

2.0e-12 

70 

89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173003 

jC-atXLIB327411Plb02bl 

BLASTN 

g4220644 

289 

1. 0e-161 



23714 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



474 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 

173004 

jC-atXLIB327411Plb07bl 

BLASTX 

,gl403138 

587 

1.0e-60 

113 
96 

(X98190) peroxidase ATP2a [Arabidopsis thaliana] 
>gi_4371288_gb_AAD1814 6_ (AC006260) putative peroxidase 
ATP2a [Arabidopsis thaliana] 

173005 

jC-atXLIB327 411Plbllal 

BLASTN 

g2290120 

55 

6.0e-22 

62 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173006 

jC-atXLIB327 411Plc09bl 

BLASTX 

gll70373 

579 

2.0e-72 

152 
97 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397 4 82_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

173007 

jC-atXLIB327411Plcl2bl 

BLASTX 

g2369714 

636 

2.0e-66 

175 

70 

(Z97178) elongation factor 2 [Beta vulgaris] 
173008 

jC-atXLIB327411Pld02al 

BLASTN 

g2462264 

36 

1. 0e-10 



23715 



1 
f 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173009 

jC-atXLIB327411Pld03bl 

BLASTN 

g2582640 

63 

1.0e-26 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173010 

jC-atXLIB327411Pld06al 

BLASTN 

g2351062 

93 

1.0e-44 

128 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone: 



173011 

jC-atXLIB327411Pld09al 

BLASTX 

g2459443 

127 

8.0e-07 

86 
32 

(AC0 02332) putative NAD (P) -dependent cholesterol 
dehydrogenase [Arabidopsis thaliana] 

173012 

jC-atXLIB327411Pldl0bl 

BLASTN 

g4519193 

152 

5.0e-80 

289 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

173013 

jC-atXLIB327411Pld!2al 

BLASTX 

g2369714 

239 

6.0e-20 

87 
60 

(Z97178) elongation factor 2 [Beta vulgaris] 



23716 



£eq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173014 

jC-atXLIB327411Pldl2bl 

BLASTX 

g2369714 

553 

9.0e-57 

152 

70 

(Z97178) elongation factor 2 [Beta vulgaris] 
173015 

jC-atXLIB327411Ple02bl 

BLASTN 

g4490291 

461 

0.0e+00 

472 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

173016 

jC-atXLIB327411Ple07bl 

BLASTX 

g3639089 

820 

5.0e-88 

157 

96 

(AF090445) phospholipase Dl [Brassica oleracea] 
>gi_4324969_gb_AAD17208_ (AF113918) phospholipase Dl 
[Brassica oleracea var. capitata] 

173017 

jC-atXLIB327411Plf09al 

BLASTN 

g540252 

33 

8.0e-09 

33 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173018 

jC-atXLIB327 411Plfl0al 

BLASTN 

g2815519 

177 

1.0e-94 

389 
66 

Arabidopsis thaliana BAC T5J8 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

173019 

jC-atXLIB327411Plf!2bl 



23717 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2088654 

616 

4.0e-64" ' 

140 

86 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

173020 

jC-atXLIB327411Plg01al 

BLASTX 

gl35860 

292 

4.0e-26 

59 

90 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_9 97 61_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115__ (X63552) tonoplast intrinsic 
protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 

(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 
>gi_4 4512 9_prf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

173021 

jC-atXLIB327411Plg06bl 

BLASTN 

g2582640 

42 

4.0e-14 

54 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173022 

jC-atXLIB327411Plgl0al 

BLASTN 

g2290120 

56 

2.0e-22 

63 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173023 

jC-atXLIB327411Plh04al 

BLASTN 

g2462264 

48 

9.0e-18 

48 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



23718 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173024 

jC-atXLIB327411Plh07bl 

BLASTN 

g2582640 

54 

3.0e-21 

70 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173025 

jC-atXLIB327411Plhl0al 

BLASTN 

g3928074 

75 

7.0e-34 

383 
83 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173026 

jC-atXLIB327411P2b01al 

BLASTN 

g2760165 

382 

0.0e+00 

414 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173027 

jC-atXLIB327411P2b02al 

BLASTN 

g2290120 

57 

4.0e-23 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173028 

jC-atXLIB327411P2b05al 

BLASTN 

g4757415 

77 

4.0e-35 

237 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN21, complete sequence 



PI clone: 



Seq. No. 



173029 



23719 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



jC-atXLIB327411P2b06bl 

BLASTX 

g3461848 

189 

4.0e-14 

151 
67 

(AC005315) putative ATPase [Arabidopsis thaliana] 
173030 

jC-atXLIB327411P2b07al 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173031 

jC-atXLIB327411P2c07al 

BLASTX 

gl703108 

284 

3.0e-25 
54 

100 

ACTIN 2/7 >gi__2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_212 9528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

173032 

jC-atXLIB327411P2c09al 

BLASTX 

g2494115 

297 

8.0e-27 

79 

77 

(AC00237 6) Strong similarity to Arabidopsis AT H SARI 
(gb_M90418) . ESTs gb_T44122, gb_N65276, gb_AA041135 come from 
this gene. [Arabidopsis thaliana] 

173033 

jC-atXLIB327411P2cl2al 

BLASTX 

g4650842 

180 

4.0e-13 

67 

54 

(AB026185) elongation factor 2 [Lithospermum erythrorhizon] 
173034 

jC-atXLIB327 411P2e06al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4337040 

236 

1.0e-19 

85 
53 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4 337042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

173035 

jC-atXLIB327411P2e07al 

BLASTN 

g4755185 

319 

1.0e-179 

389 

47 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 



cjprr No 


1 7 ^rn6 

_L / w) \J O U 


Qppr yn 

OC^« -L U 


JO dLAJjlDjZ / 4 ilrZcUOal 


Mo t* Y\ nH 

11" LilUU 




NCBI GI 


g3236253 


BLAST score 


599 








1 1 U 




,70 


NCBI Description 


(AC004684) receotor-li 




thaliana] 


Seq. No. 


173037 


Seq. ID 


jC-atXLIB327411P2el0al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


43 


E value 


8.0e-15 


Match length 


65 


% identity 


94 


NCBI Description 


Cloning vector pSportl 


Seq. No. 


173038 


Seq. ID 


jC-atXLIB327411P2ellal 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


53 


E value 


9.0e-21 


Match length 


64 


% identity 


95 


NCBI Description 


HIV-1 strain M02 from 1 




gene, partial cds 


Seq. No. 


173039 


Seq. ID 


jC-atXLIB327411P2f09al 


Method 


BLASTN 


NCBI GI 


g2244788 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



242 

1.0e-133 

340 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

173040 

jC-atXLIB327411P2fl0al 

BLAST N 

gl477479 

49 

2.0e-18 

125 
92 

Arabidopsis thaliana carbamoyl phosphate synthetase large 
chain (CARB) mRNA, complete cds 

173041 

jC-atXLIB327411P2g03al 

BLASTN 

g2462264 

42 

3.0e-14 

57 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173042 

jC-atXLIB327411P2g05al 

BLASTN 

g3236234 

47 

3.0e-17 

158 
84 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173043 

jC-atXLIB327411P2g07al 

BLASTN 

g4558656 

99 

3.0e-48 

188 

92 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 

173044 

jC-atXLIB327411P2g08al 

BLASTN 

g2462264 

39 

2.0e-12 

54 



23722 



% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



173045 

jC-atXLIB327411P2h05al 

BLASTN 

g2462264 

39 

2.0e-12 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173046 

jC-atXLIB327411P3a04al 

BLASTX 

g3135611 

387 

3.0e-37 

81 
88 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
173047 

jC-atXLIB327411P3a04bl 

BLASTN 

g3135610 

63 

1.0e-26 

99 

92 

Arabidopsis thaliana cellulose synthase mRNA, partial cds 
173048 

jC-atXLIB327411P3a07al 

BLASTN 

g3128137 

99 

4.0e-48 

221 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 

173049 

jC-atXLIB327411P3a08al 

BLASTN 

g531828 

55 

6.0e-22 

63 

97 

Cloning vector pSportl, complete cds 
173050 

jC-atXLIB327 411P3a0 9al 
BLASTN 
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o 



NCBI GI g2351065 

BLAST score 371 

E value 0.0e+00 

Match length 411 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173051 

jC-atXLIB327 411P3al0al 

BLASTN 

g531828 

56 

2.0e-22 

64 

97 

Cloning vector pSportl, 



complete cds 



Seq. No. 173052 

Seq. ID jC-atXLIB327411P3al0bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 50 

E value 4.0e-19 

Match length 74 

% identity 93 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173053 

Seq. ID jC-atXLIB327411P3allal 

Method BLASTN 

NCBI GI g2462264 

BLAST score 36 

E value 1.0e-10 

Match length 40 

% identity 97 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173054 

Seq. ID jC-atXLIB327411P3b02al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 173055 

Seq. ID jC-atXLIB327411P3b05bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 47 

E value 3.0e-17 

Match length 59 

% identity 95 
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# 



NCBI Description 



Seq*- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana raRNA for arginine/serine-rich splicing 
factor RSp40 

173056 

jC-atXLIB327411P3b08bl 

BLASTX 

gl449179 

336 

2.0e-31 

147 

51 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173057 

jC-atXLIB327411P3c06al 

BLASTN 

g2462264 

40 

5.0e-13 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



173058 

jC-atXLIB327411P3c06bl 

BLASTN 

g2062705 

42 

3.0e-14 

66 
56 

Human butyrophilin (BTF5) 



mRNA, complete cds 



173059 

jC-atXLIB327411P3cl2al 

BLASTN 

g2462264 

46 

1.0e-16 

50 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173060 

jC-atXLIB327411P3d01bl 

BLASTN 

g2582640 

38 

5.0e-12 

58 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. 
Seq. 



No. 

ID 



173061 

jC-atXLIB327411P3d02bl 
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II 



Method 


BLASTX 


NCBI GI 


g3395441 


BLAST score 


190 


E value 


3.0e-14 


Match length 


58 


% identity 


53 


NCBI Description 


(AC004 683) unknown orotein FArahjidon^i^ thalianal 


Seq. No. 


173062 


Seq. ID 


jC-atXLIB327 411P3d07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


E value 


4 . 0e-23 


Match length 


57 


% identity 


100 


NCBI Description 


Cucuinis sat"ivus mRNA "for natatin— ] i kp nrotpin na Tt i" a 1 


Seq. No. 


173063 


Seq. ID 


j C-atXLIB327411P3d07bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


52 


E value 


3 . Oe-20 


Match length 


60 


O -1— 1 -L L _i_ y 


98 


NCBI Descriotion 


Arahi Hotd 0 ; i ^ thai i ana thRNA fnr a vcri n i np / qpri np-ri ph qnl i n n nrr 

Hi. Cli_^ J_ VjI O X O L-11CIJ — Lullu iUJALNxT. XkJX d X y X i 1 X 1 1C / OCJ LI1C -I Loll O J Luxiiy 






Seq* No. 


173064 


Seq. ID 


jC-atXLIB327411P3dl2al 


Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


274 


E value 


1 . Oe-152 




41 S 


% i Hpnt"! 1"V 


97 


L/CiJ* 1 LU 1 LVJ11 


rij. ajjxuuyo ±o uiidX-LcLiid onx uilluouiuc xx iDiT.^ r x / n x j ytriiwiuxo 




o o*"Ti i Anns ("tvtit"! 1 o*l~ o o o/Ti ipiipp f lyaV^i Hr^no i' o f ha 1 i ana 1 


Seq. No. 


173065 


Seq. ID 


iC-atXLIB327411P3dl2bl 

I t-t ^ilJJ -X- X— ' ^/ £L* / x _L_ JL X- ^ .1. £+**J J- 


Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


38 


E value 


8 . 0e-12 


Mat nhi 1 erin'th 


53 




94 


NCRT noQcrinHnn 


Arahi Hon ^"i^ fhal i ana ph romnqomp TT RAP Th 1 17H1 c 1 rt&r\r\rr\ i n 




rri i o t-| f o p> otttpi 1 1~ o c^rmd"n^o f Arahi rlnnci a fha 1 i anal 

OC^UCJ.lL/C / LUllipiC LC O CL[UC11LC |_rli. CLJJXU.Upo.LO U I id X X dl iCl J 


Seq. No. 


173066 


Seq. ID 


jC-atXLIB327 411P3e01al 


Method 


BLASTN 


NCBI GI 


g599624 


BLAST score 


253 


E value 


1.0e-140 
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Match length 

% identity 

NCBI Description 



413 
91 

A.thaliana mRNA for aconitase (ZAPII) 

>gi_2300158__emb_A45785*l_A45785 Sequence 23 from Patent 
WO9520046 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCfBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173067 

jC-atXLIB327411P3e04bl 

BLASTX 

g2632254 

572 

5.0e-59 

136 

79 

(Y124 65) serine/threonine kinase [Sorghum bicolor] 
173068 

]C-atXLIB327411P3e05bl 

BLAST N 

g2656030 

54 

2.0e-21 

140 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173069 

jC-atXLIB327411P3e09bl 

BLASTN 

g2281081 

56 

1.0e-22 

339 
90 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173070 

jC-atXLIB327411P3el2al 

BLASTN 

g3643588 

104 

3.0e-51 

176 
93 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173071 

jC-atXLIB327 411P3el2bl 

BLASTN 

g3643588 

49 

2.0e-18 

192 
83 
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# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173072 

jC-atXLIB327411P3f01al 

BLASTN 

g2462264 

54 

2.0e-21 

58 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173073 

jC-atXLIB327411P3f04al 

BLASTN 

g4757401 

220 

1.0e-120 

280 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGH6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173074 

jC-atXLIB327411P3f04bl 

BLASTN 

g4757401 

38 

7.0e-12 

150 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGH6, complete sequence 

173075 

jC-atXLIB327411P3f05al 

BLASTN 

g2323343 

257 

1.0e-142 

407 

91 

Arabidopsis thaliana alpha-glucosidase 1 (Aglul) gene, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173076 

jC-atXLIB327411P3f05bl 

BLASTX 

g2323344 

177 

4.0e-13 

74 

55 

(AF014806) 



alpha-glucosidase 1 [Arabidopsis thaliana] 



Seq. No. 



173077 
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Seq. ID 


jC-atXLIB327411P3f06al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


2.0e-15 


Match length 


44 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173078 


Seq. ID 


jC-atXLIB327411P3f06bl 


Method 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


187 


E value 


1.0e-100 


Match length 


323 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F22D22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


173079 


Seq. ID 


jC-atXLIB327411P3f07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


43 


E value 


8 . 0e-15 


Match lenath 


43 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173080 


Seq. ID 


jC-atXLIB327411P3f09al 


Method 


BLASTX 


NCBI GI 


g2498329 


BLAST score 


287 


E value 


1.0e-25 


Match length 


84 


% identity 


71 


NCBI Description 


PATTERN FORMATION PROTEIN EMB30 >gi 2129665 pir S65571 



pattern-formation protein GNOM - Arabidopsis thaliana 
>gi__1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173081 

jC-atXLIB327411P3fl0al 

BLASTN 

g2351067 

430 

0.0e+00 

430 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MP012, complete sequence [Arabidopsis thaliana] 



PI clone: 



23729 



® 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173082 

jC-atXLIB327411P3g03al 

BLASTN 

g2462264 

36 

1.0e-10 

44 

95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173083 

jC-atXLIB327411P3g03bl 

BLASTX 

g4220512 

292 

3.0e-26 

91 

63 

{AL035356) putative pectate lyase 



[Arabidopsis thaliana] 



173084 

jC-atXLIB327411P3g04al 

BLASTN 

g2462264 

50 

6.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173085 

jC-atXLIB327411P3g05al 

BLASTN 

g2351065 

289 

1.0e-161 

399 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173086 

jC-atXLIB327411P3g07bl 

BLASTX 

g3122753 

88 

3.0e-39 

102 

84 

60S RIBOSOMAL PROTEIN L44 >gi_224 478 9_emb_CAB 10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173087 

jC-atXLIB327 411P3g09al 

BLASTN 

g2462264 
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BLAST score 


41 


E value 


l.Oe-13 


Match length 


41 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173088 


Seq. ID 


jC-atXLIB327411P3gl0al 


Method 


BLASTN 


NCBI GI 


g24 62264 


BLAST score 


41 


E value 


l.Oe-13 


Match length 


41 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173089 


Seq. ID 


jC-atXLIB327411P3h02al 


Method 


BLASTN 


NCBI GI 


g4417264 


BLAST score 


190 


E value 


1.0e-102 


Match length 


298 


% identity 


91. 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


173090 


Seq. ID 


]C-atXLIB327411P3h08bl 


Method 


BLASTX 


NCBI GI 


g2341032 


BLAST score 


325 


E value 


3.0e-30 


Match length 


108 


% identity 


58 


NCBI Description 


(AC000104) EST gb ATTS0956 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


173091 


Seq. ID 


jC-atXLIB327411P3h09bl 


Method 


BLASTN 


NCBI GI 


g2618601 


BLAST score 


116 


E value 


2.0e-58 


Match length 


304 


% identity 


86 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 173092 

Seq. ID jC-atXLIB327411P3hl2al 

Method BLASTX 

NCBI GI gl755166 

BLAST score 47 6 

E value 9.0e-48 

Match length 111 

% identity 82 



23731 



NCBI Description (U75194) germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173093 

jC-atXLIB327412Pla01bl 

BLASTN 

g2582640 

39 

2.0e-12 

43 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173094 

jC-atXLIB327412Pla04bl 

BLASTX 

gl402916 

237 

9.0e-20 

77 

62 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb__CAA67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

173095 

jC-atXLIB327412Pla06bl 

BLASTN 

g2582640 

55 

6.0e-22 

59 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173096 

jC-atXLIB327412Pla09bl 

BLASTN 

g2435510 

228 

1.0e-125 

336 

92 

Arabidopsis thaliana BAC TM017A05 
173097 

jC-atXLIB327412Plal2bl 

BLASTN 

g3941523 

37 

2.0e-ll 

45 
96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



23732 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173098 

jC-atXLIB327412Plb01al 

BLASTN 

g3046852 

173 

2.0e-92 

388 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
MQJ16, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173099 

jC-atXLIB327412Plb01bl 

BLASTN 

g3046852 

91 

2.0e-43 

319 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173100 

jC-atXLIB327412Plb02al 

BLASTN 

g2290120 

48 

8.0e-18 

64 

94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173101 

jC-atXLIB327412Plb03al 

BLASTN 

g2462264 

38 

8.0e-12 

42 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173102 

jC-atXLIB327412Plb03bl 

BLASTN 

g4589438 

63 

1.0e-26 

87 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ2, complete sequence 



PI clone 



Seq. No. 
Seq. ID 
Method 



173103 

jC-atXLIB327412Plb04al 
BLASTN 
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NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g531828 
33 

7.0e-09 

33 

100 

Cloning vector pSportl, complete cds 
173104 

jC-atXLIB327 412Plb05al 

BLASTN 

g540252 

33 

6.0e-09 

33 

100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



173105 

jC-atXLIB327412Plb05bl 

BLASTN 

g2582640 

53 

8.0e-21 

73 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173106 

jC-atXLIB327412Plb06al 

BLASTN 

g2462264 

37 

2.0e-ll 

41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173107 

jC-atXLIB327412Plb0 6bl 

BLASTX 

gl402916 

182 

1.0e-13 

89 
54 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_CAA67 311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

173108 

jC-atXLIB327412Plb07bl 

BLASTX 

g3142303 

525 

2.0e-53 

161 



23734 



® 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



68 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4 937 9 from Rattus norvegicus . 

[Arabidopsis thaliana] 

173109 

jC-atXLIB327412Plb08bl 

BLASTX 

gll5783 

439 

2.0e-43 

157 

61 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

173110 

jC-atXLIB327 412Plbllbl 

BLASTN 

g2582640 

41 

1.0e-13 

69 
90 

Arabidopsis thaliana mRNA "for arginine/serine-rich splicing 
factor, RSp40 

173111 

jC-atXLIB327 412Plbl2al 

BLASTN 

g2462264 

34 

2.0e-09 

42 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173112 

jC-atXLIB327412Plc02bl 

BLASTN 

gll03321 

37 

3.0e-ll 

49 

94 ~ 

A. thaliana CKI3 mRNA for casein kinase I 
173113 

jC-atXLIB327 412Plc07bl 

BLASTN 

g2582640 

42 

2.0e-14 

50 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173114 

jC-atXLIB327412Plc08bl 

BLASTN 

g2564050 

167 

9.0e-89 

347 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173115 

jC-atXLIB327412Plcl0bl 

BLASTN 

g2582640 

56 

2.0e-22 

72 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 . - 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173116 

jC-atXLIB327412Pld05al 

BLASTN 

g4468976 

145 

1.0e-75 

395 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F19F18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173117 

jC-atXLIB327412Pld06al 

BLASTN 

g4468801 

263 

1.0e-146 

407 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6G17 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173118 

jC-atXLIB327 412Pld08al 

BLASTN 

g2462264 

50 

5.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



23736 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173119 

jC-atXLIB327412Pldllbl 

BLASTN 

g2582640 

38 

8.0e-12 

46 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173120 

jC-atXLIB327412Pldl2al 

BLASTN 

g3702735 

118 

1.0e-59 

178 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173121 

jC-atXLIB327412Pldl2bl 

BLASTX 

g4586580 

143 

2.0e-ll 

89 
55 

(AB024994) 
arietinum] 



rab-type small GTP-binding protein [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173122 

jC-atXLIB327412Ple09bl 

BLASTN 

g3241922 

111 

2.0e-55 

398 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173123 

jC-atXLIB327412Plellbl 

BLASTN 

g2582640 

41 

1.0e-13 

57 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



173124 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327412Plf08al 

BLASTX 

g!134882 

396 

2.0e-38 

78 
85 

(Z68291) 



cysteine protease [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173125 

jC-atXLIB327412Plf0 9bl 

BLASTN 

g4490717 

243 

1.0e-134 

346 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
proj ect ) 

173126 

jC-atXLIB327412Plfl2bl 

BLASTN 

g3702735 

44 

2.0e-15 

68 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5 , complete sequence [Arabidopsis thaliana] 

173127 

jC-atXLIB327412Plg05bl 

BLASTN 

g2582640 

66 

8.0e-29 

70 
99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173128 

jC-atXLIB327412Plh09bl 

BLASTN 

g527628 

66 

1.0e-28 

106 

91 

Arabidopsis thaliana clone HAT 2 2 homeobox protein mRNA, 
complete cds 

173129 

jC-atXLIB327412Plh!2bl 

BLASTN 

g3941523 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

8.0e-09 

45 

93 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173130 

jC-atXLIB327412P2b06al 

BLAST N 

g2351071 

195 

1.0e-105 

263 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173131 

jC-atXLIB327412P2b07bl 

BLASTN 

g2582640 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173132 

jC-atXLIB327 412P2bllal 

BLASTN 

g540252 

55 

6.0e-22 

59 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173133 

jC-atXLIB327412P2d01al 

BLASTN 

g2462264 

40 

5.0e-13 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173134 

jC-atXLIB327 412P2d05bl 

BLASTN 

g2582640 

66 

2.0e-28 

77 
97 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173135 

jC-atXLIB327412P2d08bl 

BLASTX 

g3193284 

169 

8.0e-12 

83 
46 

(AF069298) No definition line found [Arabidopsis thaliana] 
173136 

jC-atXLIB327412P2dl0al 

BLASTN 

g3702737 

101 

2.0e-49 

310 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN2, complete sequence [Arabidopsis thaliana] 

173137 

jC-atXLIB327412P2e03al 

BLASTN 

g2462264 

39 

2.0e-12 

47 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173138 

jC-atXLIB327412P2f03al 

BLASTN 

g398601 

251 

1.0e-139 

374 
94 

A. thaliana ATAF2 mRNA 
173139 

jC-atXLIB327412P2f09al 

BLASTN 

g2462264 

37 

3.0e-ll 
41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173140 

jC-atXLIB327412P2f09bl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3800746 
37 

3.0e-ll 

45 
96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



173141 

jC-atXLIB327412P3a03bl 

BLASTX 

g2191153 

606 

5.0e-63 

136 

70 

(AF007269) contains similarity to blue copper proteins 
[Arabidopsis thaliana] 

173142 

jC-atXLIB327412P3b09al 

BLASTN 

g3293582 

81 

2.0e-37 

105 

95 

Arabidopsis thaliana BAC T15F16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173143 

jC-atXLIB327412P3cl2bl 

BLASTN 

g2154608 

53 

7.0e-21 

167 

91 

Arabidopsis thaliartl EXGT-A3 
transferase related protein, 



mRNA for endoxyloglucan 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



173144 

jC-atXLIB327412P3el2bl 

BLASTN 

g4519190 

251 

1.0e-139 

397 
99 

Arabidopsis thaliana genomic 
K6A12, complete sequence 

173145 

jC-atXLIB327412P4a02al 

BLASTN 

g414340 

76 

2.0e-34 



DNA, chromosome 5, TAC clone 



23741 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 
86 

A.thaliana rd21A gene for thiol protease, complete cds 
173146 

jC-atXLIB327412P4bl2al 

BLASTX 

g4056437 

209 

2.0e-16 

88 
52 

(AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 

173147 

jC-atXLIB327412P4d02al 

BLASTN 

g2462264 

51 

1.0e-19 

55 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173148 

jC-atXLIB327412P4f04al 

BLASTN 

g2462264 

51 

1.0e-19 

55 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173149 

jC-atXLIB327412P4g02al 

BLASTN 

g2462264 

49 

2.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173150 

jC-atXLIB327412P4h02al 

BLASTN 

gl235716 

95 

6.0e-46 

131 
94 

Arabidopsis thaliana mRNA for calcium-dependent protein 
kinase (CDPK) , complete cds 



Seq. No. 



173151 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327413Pla02al 

BLASTN 

g2462264 

50 

2.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173152 

jC-atXLIB327413Pla03al 

BLASTN 

gl839239 

108 

8.0e-54 

136 

95 

Arabidopsis thaliana aVps41p (AVPS41) gene, partial cds 
173153 

jC-atXLIB327413Pla04al 

BLASTN 

g4455339 

75 

4.0e-34' 

180 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 

173154 

jC-atXLIB327413Pla06al 

BLASTN 

g3242970 

54 

2.0e-21 

114 

89 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM 
complete sequence [Arabidopsis thaliana] 

173155 

jC-atXLIB327413Pla07bl 

BLASTN 

g4589434 

129 

4.0e-66 

148 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 

173156 

jC-atXLIB327413Pla08al 

BLASTN 

g531828 

34 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

34 

100 

Cloning vector pSportl, complete cds 
173157 

jC-atXLIB327413Pla09al 

BLASTN 

g2462264 

43 

8.0e-15 

47 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173158 

jC-atXLIB327413Plal0al 

BLASTN 

g531828 

48 

9.0e-18 

75 
93 

Cloning vector pSportl , complete cds 
173159 

jC-atXLIB327413Plal0bl 

BLASTN 

g4662609 

127 

6.0e-65 

127 

100 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

173160 

jC-atXLIB327413Plb02bl 

BLASTN 

g2582640 

44 

2.0e-15 

74 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173161 

jC-atXLIB327413Plb03al 

BLASTN 

g531828 

42 

3.0e-14 

46 
98 

Cloning vector pSportl, complete cds 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173162 

jC-atXLIB327413Plb04al 

BLASTN 

g3510336 

120 

6.0e-61 

233 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

173163 

jC-atXLIB327413Plb06bl 

BLASTN 

g2582640 

62 

4.0e-26 

74 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

173164 

jC-atXLIB327413Plb07bl 

BLASTN 

g2582640 

67 

4.0e-29 

71 

99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173165 

jC-atXLIB327 413Plb08bl 

BLASTX 

g2829903 

202 

1.0e-15 

54 
78 

(AC002311) unknown protein [Arabidopsis thaliana] 
173166 

jC-atXLIB327413Plbl0al 

BLASTN 

g531828 

52 

3.0e-20 

60 

97 

Cloning vector pSportl, complete cds 
173167 

]C-atXLIB327413Plbl2bl 

BLASTX 

g4490749 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



782 

1.0e-83 

147 
100 

(AL035708) 2-dehydro-3-deoxyphosphoheptonate aldolase 
[Arabidopsis thaliana] 

173168 

jC-atXLIB327413Plc02al 

BLASTN 

g4753195 

69 

2.0e-30 

214 
90 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68. 
cM, complete sequence 

173169 

jC-atXLIB327413Plc04al 

BLASTN 

g2462264 

45 

4.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173170 

jC-atXLIB327413Plc05al 

BLASTN 

g2656027 

33 

5.0e-09 

77 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJH22 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173171 

jC-atXLIB327413Plc07al 

BLASTN 

g4519188 

129 

4 ,0e-66 

223 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

173172 

jC-atXLIB327413Plcl2al 

BLASTN 

g2462264 

41 

1.0e-13 

49 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



96 

Cucumis sativus mRNA for patatin-like protein, partial 
173173 

jC-atXLIB327413Pld04al 

BLASTX 

g4406808 

402 

4.0e-39 

94 

82 

(AC006201) unknown protein [Arabidopsis thaliana] 
173174 

jC-atXLIB327413Pld07bl 

BLASTN 

g3985931 

62 

1.0e-26 

66 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21H1, complete sequence [Arabidopsis thaliana] 

173175 

jC-atXLIB327413Pld09al 

BLASTN 

g540252 

43 

8.0e-15 

43 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173176 

jC-atXLIB327413Pldl0al 

BLASTN 

g2462264 

49 

2.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173177 

jC-atXLIB327413Pldllal 

BLASTN 

g2795802 

119 

3.0e-60 

238 
96 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173178 

jC-atXLIB327413Pldl2bl 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g2582640 

40 

5.0e-13 

48 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173179 

jC-atXLIB327413Ple01bl 

BLASTN 

g2582640 

56 

1.0e-22 

71 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173180 

jC-atXLIB327413Ple02bl 

BLASTN 

g2582640 

60 

6.0e-25 

76 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173181 

jC-atXLIB327413Ple05bl 

BLASTN 

g4262221 

148 

2.0e-77 

188 
98 

Arabidopsis thaliana chromosome-*! I BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173182 

jC-atXLIB327413Ple06al 

BLASTN 

g2326366 

82 

4.0e-38 

179 

91 

Arabidopsis thaliana mRNA for hypothetical protein SEB2, 
partial 

173183 

jC-atXLIB327413Ple06bl 

BLASTN 

g2582640 
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BLAST score 38 

E value 8.0e-12 

Match length 44 

% identity 95 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173184 

Seq. ID jC-atXLIB327413Ple07al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 48 

E value 8.0e-18 

Match length 52 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173185 

Seq. ID jC-atXLIB327413Plel0al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 52 

E value 4.0e-20 

Match length 52 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173186 

Seq. ID jC-atXLIB327413Plellal 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 1.0e-19 

Match length 55 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173187 

Seq. ID jC-atXLIB327413Plf04al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 36 

E value 1.0e-10 

Match length 40 

% identity 97 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173188 

Seq. ID jC-atXLIB327413Plf07al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 4 4 

E value 2.0e-15 

Match length 4 8 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173189 

jC-atXLlB327413Plf08al 

BLASTN 

g540252 

43 

8.0e-15 

43 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173190 

jC-atXLIB327413Plfl0al 

BLASTN 

g2462264 

39 

1.0e-12 

47 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173191 

jC-atXLIB327413Plfllbl 

BLASTN 

g2582640 

52 

1.0e-20 

72 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173192 

jC-atXLIB327413Plfl2bl 

BLASTX 

g4558664 

144 

8.0e-09 

104 

9 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173193 

jC-atXLIB327413Plg06al 

BLASTN 

g4757392 

33 

2.0e-09 

49 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173194 

jC-atXLIB327413Plg07bl 

BLASTN 

gl8057 

224 
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II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-123 

284 
95 

Citrus limon 26S ribosomal RNA gene 3' 



region 



173195 

jC-atXLIB327413Plgllal 

BLASTN 

g2462264 

40 

5.0e-13 

40 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173196 

jC-atXLIB327413Plgl2al 

BLASTN 

g2832354 

49 

2.0e-18 

149 
88 

Arabidopsis thaliana mRNA for HMG gamma protein 
173197 

jC-atXLIB327413Plh01bl 

BLASTN 

g2582640 

52 

4.0e-20 

71 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173198 

jC-atXLIB327413Plh02bl 

BLASTN 

g2582640 

71 

2.0e-31 

75 
99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173199 

jC-atXLIB327413Plh09bl 

BLASTN 

g4056429 

40 

5.0e-13 

74 

97 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 



23751 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173200 

jC-atXLIB327413Plhl0bl 

BLASTX 

g3522961 

662 

2.0e-69 

124 
99 

(AC004411) putative pto kinase [Arabidopsis thaliana] 
173201 

jC-atXLIB327413Plhl2al 

BLASTN 

g2462264 

37 

3.0e-ll 

45 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173202 

jC-atXLIB327413P2a01bl 

BLASTN 

g4159704 

189 

1.0e-102 

231 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

173203 

jC-atXLIB327413P2a05bl 

BLASTX 

g2129541 

525 

3.0e-53 

137 

77 

ATPK19 protein - Arabidopsis thaliana >gi__914 07 9_bbs_l 60872 
ATPK19=ribosomal-protein S6 kinase homolog [Arabidopsis 
thaliana, Peptide, 471 aa] >gi_8 67 995_dbj_BAA07 661_ 
(D42061) ribosomal-protein S6 kinase homolog [Arabidopsis 
thaliana] 

173204 

jC-atXLIB327413P2a07bl 

BLASTN 

g2582640 

43 

7.0e-15 

50 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23752 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173205 

jC-atXLIB327413P2a08bl 

BLASTN 

gl050427 

131 

3.0e-67 

263 
88 

A.thaliana mRNA for an exon from SNAP25A protein 



173206 

jC-atXLIB327413P2al0bl 

BLASTN 

g3859658 

121 

2.0e-61 

125 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T16L1 



Seq. No. 
Seq. ID 
Method 



173207 

jC-atXLIB327413P2allbl 

BLASTN 

g4159710 

73 

9.0e-33 

102 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSD23, complete sequence 

173208 

jC-atXLIB327413P2b05bl 

BLASTN 

g2842474 

75 

6.0e-34 

75 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

173209 

jC-atXLIB327413P2b06bl 

BLASTN 

g3757512 

42 

3.0e-14 

42 
100 

Arabidopsis thaliana chromosome II BAC F12A24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173210 

jC-atXLIB327413P2b07bl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2582640 
35 

5.0e-10 

43 

95 

Arabidopsis thaliana 
factor, RSp40 



mRNA for arginine/serine-rich splicing 



173211 

jC-atXLIB327413P2b09al 

BLASTN 

g2290120 

55 

6.0e-22 

62 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173212 

jC-atXLIB327413P2bl0al 

BLASTN 

g2462264 

45 

5.0e-16 

45 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173213 

jC-atXLIB327413P2bl0bl 

BLASTN 

g2252848 

83 

1.0e-38 

231 
87 

Arabidopsis thaliana BAC TM018A10 
173214 

jC-atXLIB327413P2bllbl 

BLASTN 

g4469002 

79 

3.0e-36 

83 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T2 9A15 
(ESSA project) 

173215 

jC-atXLIB327413P2c01al 

BLASTN 

g4159704 

182 

9.0e-98 
418 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

173216 

jC-atXLIB327413P2c01bl 

BLASTN 

g2582640 

49 

2.0e-18 

57 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173217 

jC-atXLIB327413P2c02al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173218 

jC-atXLIB327413P2c02bl 

BLASTN 

g2582640 

41 

1.0e-13 

52 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173219 

jC-atXLIB327413P2c03bl 

BLASTN 

g3941523 

33 

7.0e-09 
51 

92 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173220 

jC-atXLIB327 413P2c05al 

BLASTN 

g2264320 

66 

2.0e-28 

150 
26 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI10, complete sequence [Arabidopsis thaliana] 



23755 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173221 

jC-atXLIB327413P2c06bl 

BLASTN 

g2582640 

36 

9.0e-ll 

40 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173222 

jC-atXLIB327413P2c07al 

BLASTN 

g2462264 

51 

1.0e-19 
51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173223 

jC-atXLIB327413P2c0 9bl 

BLASTN 

g2494106 

70 - 

6.0e-31 

84 

53 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173224 

jC-atXLIB327413P2cl0bl 

BLASTN 

g4589413 

67 

4.0e-29 

75 

97 

Arabidopsis thaliana genomic DNA, 
K10D11, complete sequence 



chromosome 5, TAC clone: 



173225 

jC-atXLIB327413P2d01bl 

BLASTN 

g2582640 

41 

1.0e-13 

48 
98 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 



173226 

jC-atXLIB327413P2d02al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g3510337 

250 

1.0e-138 

390 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

173227 

jC-atXLIB327413P2d02bl 

BLASTN 

g3510337 

135 

1.0e-69 

135 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

173228 

jC-atXLIB327413P2d03bl 

BLASTN 

g2582640 

40 

5.0e-13 

47 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173229 

jC-atXLIB327413P2d05al 

BLASTX 

g3377799 

89 

7.0e-ll 

69 
67 

(AF075597) No definition line found [Arabidopsis thaliana] 
173230 

jC-atXLIB327413P2d05bl 

BLASTX 

g3377799 

225 

2.0e-18 

44 

52 

(AF075597) No definition line found [Arabidopsis thaliana] 
173231 

jC-atXLIB327413P2d07al 

BLASTN 

g2290120 

55 

5.0e-22 



23757 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173232 

jC-atXLIB327413P2dllbl 

BLASTN 

g4584387 

143 

2.0e-74 

143 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7J7 
(ESSA project) 

173233 

jC-atXLIB327413P2e01al 

BLASTN 

g2459406 

38 

7.0e-12 

78 
88 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173234 

jC-atXLIB327413P2e04bl 

BLASTN 

g4589410 

42 

1.0e-14 

57 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015, complete sequence 

173235 

jC-atXLIB327413P2e05al 

BLASTN 

g2462264 

33 

8.0e-09 

48 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173236 

jC-atXLIB327413P2e06bl 

BLASTN 

g3800746 

35 

2.0e-10 

42 

95 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 



23758 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173237 

jOatXLIB327413P2e08bl 

BLASTN 

g3849811 

47 

3.0e-17 

63 

94 

Arabidopsis thaliana chromosome I BAG T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


173238 


Seq. ID 


jC-atXLIB327413P2ellbl 


Method 


n LiriO 1 IN 






D-L/ibi score 


1 96 


Hi ValUc 


9 Da- 64 


ft/T 4— /—»Vi "1 r> r\ ft 4~ Vl 

Haicn xeiiyLxi 


1 9 9 
j. <c. _? 


% identity 




NPRT D^^criot ion 


Arabidopsis thaliana BAC T2H3 


Seq. No. 


173239 


Seq. ID 


jC-atXLIB327413P2f01bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


59 


E value 


8.0e-25 


Match length 


63 


% identity 


98 


NCBI Description 


Arabidopsis thaliana mRNA for 




factor, RSp40 


Seq. No. 


173240 


Seq. ID 


jC-atXLIB327413P2f04bl 


Method 


BLASTN 


NCBI GI 


g4185128 


BLAST score 


68 


E value 


7.0e-30 


Match length 


110 



% identity 

NCBI Description 



46 

Arabidopsis thaliana chromosome II Pi MSF3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
■BLAST score 
E value 
Match length 
% identity 
NCBI Description 



173241 

jC-atXLIB327413P2f05bl 

BLASTN 

g3046847 

85 

7.0e-40 

97 
97 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 



Seq. No. 



173242 



23759 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327413P2f07bl 

BLASTN 

g2582640 

47 

4 .Oe-17 

59 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173243 

jC-atXLIB327413P2fl0bl 

BLASTN 

g4406790 

82 

4.0e-38 

94 

97 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173244 

jC-atXLIB327413P2fl2bl 

BLASTX 

g2495179 

269 

2.0e-23 

52 
98 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) ( PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_1084340_pir S50762 hydroxymethylbilane 

synthase (EC 4.3.1.8) precursor - Arabidopsis thaliana 
>gi_313150_emb_CAA51941_ (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi_313838_emb_CAA52061_ 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173245 

jC-atXLIB327413P2g09bl 

BLASTN 

g3800746 

38 

7.0e-12 

49 

94 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 

173246 

jC-atXLIB327413P2h01bl 

BLASTN 

g3236234 

88 

1.0e-41 

103 
97 



(Kas4) mRNA, 



23760 



NCBI Description Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173247 

jC-atXLIB327413P2h02bl 

BLASTN 

g3800746 

38 

8.0e-12 

46 
96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

173248 

jC-atXLIB327413P2h04bl 

BLASTX 

g4098521 

509 

1.0e-51 

105 
96 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173249 

jC-atXLIB327 413P2h05al 

BLASTN 

g2462264 

56 

2.0e-22 

60 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173250 

jC-atXLIB327413P2h06bl 

BLASTN 

g3941523 

35 

5.0e-10 

42 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173251 

jC-atXLIB327413P2h07bl 

BLASTX 

g2459417 

211 

7.0e-17 

47 
87 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



23761 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173252 

jC-atXLIB327413P2h09bl 

BLASTN 

g2529657 

44 

2.0e-15 

71 
99 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173253 

jC-atXLIB327413P3a01bl 

BLASTX 

g99736 

58 

7.0e-10 

125 

43 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16187_emb_CAA4 6814_ (X66016) 
NADPH- ferrihemoprotein reductase [Arabidopsis thaliana] 

173254 

jC-atXLIB327413P3a02bl 

BLASTN 

g3941523 

42 

3.0e-14 

50 
96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173255 

jC-atXLIB327413P3a03bl 

BLASTN 

g2582640 

51 

1.0e-19 

59 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173256 

jC-atXLIB327413P3a05bl 

BLASTN 

g3395937 

271 

1.0e-151 

301 
97 

Arabidopsis thaliana polypyrimidine tract-binding protein 
homolog (PTB) mRNA, complete cds 



23762 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173257 

jC-atXLIB327413P3a07bl 

BLASTN 

g3800746 

52 

4.0e-20 

52 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



173258 

jC-atXLIB327413P3al0bl 

BLASTN 

g2582640 

50 

5.0e-19 

50 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173259 

jC-atXLIB327413P3allbl 

BLASTN 

g2582640 

56 

2.0e-22 

76 

93 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173260 

jC-atXLIB327413P3b01bl 

BLASTN 

g2582640 

37 

3.0e-ll 

45 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173261 

jC-atXLIB327413P3b02bl 

BLASTN 

g2582640 

37 

3.0e-ll 

45 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 



173262 

jC-atXLIB327413P3b07bl 



23763 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%* identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g4468976 

122 

6.0e-62 

126 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



173263 

jC-atXLIB327413P3bl0bl 

BLASTN 

g4580365 

162 

8.0e-86 

170 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



F19F18 



BAC F3F20 genomic 



173264 

jC-atXLIB327413P3c01bl 

BLASTN 

g4753195 

120 

9.0e-61 

127 
99 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68. 
cM, complete sequence 

173265 

jC-atXLIB327413P3c02al 

BLASTN 

g2462264 

43 

5.0e-15 

43 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173266 

jC-atXLIB327413P3c03al 

BLASTN 

g3046854 

82 

5.0e-38 

109 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 

173267 

jC-atXLIB327413P3c08al 

BLASTN 

g531828 

33 



23764 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



9.0e-09 

41 

95 

Cloning vector pSportl, complete cds 
173268 

jC-atXLIB327413P3c08bl 

BLASTN 

g4558656 

108 

1.0e-53 

115 

99 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 

173269 

jC-atXLIB327413P3c09bl 

BLASTN 

g2582640 

43 

8.0e-15 

50 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173270 

jC-atXLIB327413P3cl0bl 

BLASTN 

g2582640 

46 

1.0e-16 

58 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173271 

jC-atXLIB327413P3cllbl 

BLASTN 

g2264317 

61 

1.0e-25 

84 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

173272 

jC-atXLIB327413P3cl2bl 

BLASTX 

g3386613 

717 

5.0e-76 

144 

99 



23765 



NCBI Description 



(AC004 665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 


173273 


Seq. ID 


jC-atXLIB327 413P3d05al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


44 


E value 


2.0e-15 


Match length 


44 


% identity 


100 


NCBI Description 


Cloning vector pSportl, complete 


Seq. No. 


173274 


Seq. ID 


jC-atXLIB327 413P3d05bl 


Method 


BLASTN 


NCBI GI 


g3941523 


BLAST score 


51 


E value 


1.0e-19 


Match length 


51 


% "i dpnt" it v 


100 


NCBI Description 


Arabidopsis thaliana putative tr 




mRNA, complete cds 


Seq. No. 


173275 


Seq. ID 


jC-atXLIB327 413P3d06al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


38 


E value 


9.0e-12 



(MYB92) 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
173276 

jC-atXLIB327413P3d06bl 

BLASTN 

g2894591 

99 

3.0e-48 

114 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K21 
(ESSAII project) 

173277 

jC-atXLIB327413P3d08al 

BLASTN 

g2462264 

39 

1.0e-12 

43 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173278 

jC-atXLIB327 413P3d09bl 



23766 



Method 


O 

"DT TS. CT^M 

bLAb 1 JN 


NCBI GI 


g^zyz oU / 


DT ACT 1 corwcs 

esLiAo i score 




E value 


41 . Ue y x 


L v ld.I-dl Xtiliy LI1 




'% identity 


94 


NCBI Description 


Arabidops 



(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173279 

jC-atXLIB327413P3dllal 

BLASTN 

g2462264 

47 

3.0e-17 

47 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173280 

jC-atXLIB327413P3dl2bl 

BLASTN 

g4757414 

46 

1.0e-16 

94 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24 , complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173281 

jC-atXLIB327413P3e02bl 

BLASTN 

g2582640 

41 

1.0e-13 

49 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173282 

jC-atXLIB327413P3e03al 

BLASTN 

g4220628 

336 

0. 0e+00 

457 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24C1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173283 

jC-atXLIB327413P3e04bl 

BLASTN 

g2582640 

53 



23767 



E value 
Match length 
% identity 
NCBI Description 



8.0e-21 
61 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173284 

jC-atXLIB327413P3e06bl 

BLASTN 

g2582640 

50 

6.0e-19 

50 
100 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



173285 

jC-atXLIB327413P3e08bl 

BLASTN 

g3941523 

43 

9.0e-15 

43 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173286 

jC-atXLIB327413P3el0al 

BLASTN 

g2462264 

33 

8.0e-09 

33 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173287 

jC-atXLIB327413P3el0bl 

BLASTN 

g2582640 

36 

1.0e-10 

55 

91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173288 

jC-atXLIB327413P3f01bl 

BLASTN 

g2232147 

81 

2.0e-37 

143 

97 



23768 



II 



NCBI Description Arabidopsis thaliana 14-3-3-like protein GF14 upsilon 

(GRF5) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173289 

jC-atXLIB327413P3f02al 

BLASTN 

g531828 

44 

2.0e-15 

44 

100 

Cloning vector pSportl, complete cds 



173290 

jC-atXLIB327413P3f02bl 

BLASTN 

g2582640 

53 

9.0e-21 

75 

92 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



173291 

jC-atXLIB327413P3f03bl 

BLASTN 

g4204173 

102 

5.0e-50 

142 

92 

Arabidopsis thaliana chromosome 1 BAC T2K10 sequence, 
complete sequence [Arabidopsis thaliana] 

173292 

jC-atXLIB327413P3f04al 

BLASTN 

g2462264 

49 

2.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173293 

jC-atXLIB327413P3f05al 

BLASTN 

g3869069 

103 

1.0e-50 

122 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 



173294 



23769 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXLIB327413P3f05bl 

BLASTN 

g3869069 

71 

1.0e-31 

121 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

173295 

jC-atXLIB327413P3f06bl 

BLASTN 

g2582640 

39 

2.0e-12 

47 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173296 

jC-atXLIB327413P3f07bl 

BLASTN 

g2582640 

60 

6.0e-25 

75 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173297 

jC-atXLIB327413P3f08al 

BLASTN 

g2462264 

52 

4.0e-20 

56 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173298 

jC-atXLIB327413P3f08bl 

BLASTN 

g2582640 

48 

1.0e-17 

76 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173299 

jC-atXLIB327413P3f09bl 

BLASTN 

g2582640 



23770 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

8.0e-15 

47 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173300 

jC-atXLIB327413P3f lObl 

BLASTN 

g3941523 

40 

3.0e-13 

48 

98 

Arabidopsis thaliana putative transcription factor 
mRNA, complete cds 



(MYB92) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173301 

jC-atXLIB327413P3g02al 

BLASTN 

g3510339 

139 

5-.0e-72 

264 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173302 

jC-atXLIB327413P3g02bl 

BLASTX 

g2443751 

644 

1.0e-70 

146 

95 

(AF020303) 
(AC002535) 



fumarase [Arabidopsis thaliana] >gi_2529676 
putative fumarase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173303 

jC-atXLIB327413P3g04al 

BLASTN 

g3449323 

171 

3.0e-91 

298 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZA15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



173304 

jC-atXLIB327413P3g05al 

BLASTN 

g4559344 

96 

2.0e-46 



23771 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
95 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 



173305 

jC-atXLIB327413P3g09bl 

BLASTN 

g2582640 

39 

2.0e-12 

66 
91 

Arabidopsis thaliana mRNA 
factor, RSp4 0 



for arginine/serine-rich splicing 



173306 

jC-atXLIB327 413P3h02bl 

BLASTN 

g3800746 

46 

1.0e-16 

50 
98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



173307 

jC-atXLIB327413P3h05bl 

BLASTN 

g2582640 

46 

1.0e-16 

50 
98 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



173308 

jC-atXLIB327413P3h07bl 

BLASTN 

g2582640 

54 

2.0e-21 

62 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173309 

jC-atXLIB327413P4a01bl 

BLASTX 

g99737 

663 

1.0e-69 

150 
89 



23772 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADPH — f errihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_1618 9_emb_CAA4 6815_ (X66017) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 

173310 

jC-atXLIB327413P4a02al 

BLASTN 

g2462264 

50 

5.0e-19 

58 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173311 

jC-atXLIB327413P4a04al 

BLASTN 

g3510343 

43 

5.0e-15 

47 
52 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173312 

jC-atXLIB327413P4a04bl 

BLASTX 

g2129608 

762 

3.0e-81 
154 

99 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38614) GTP-binding protein [Arabidopsis thaliana] 

173313 

jC-atXLIB327413P4a05al 

BLASTN 

g2462264 

44 

4.0e-15 

56 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
173314 

jC-atXLIB327413P4a07bl 

BLASTN 

g4589424 

52 

4.0e-20 

80 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K8E10, complete sequence 



23773 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173315 

jC-atXLIB327413P4a09bl 

BLASTN 

g2582640 

49 

2.0e-18 

69 

93 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



173316 

jC-atXLIB327413P4al0al 

BLASTN 

g540252 

34 

4 .Oe-09 

38 
97 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173317 

jC-atXLIB327413P4al0bl 

BLASTN 

g2582640 

38 

8.0e-12 

42 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173318 

jC-atXLIB327413P4b02al 

BLASTN 

g3763944 

56 

1.0e-22 

111 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173319 

jC-atXLIB327413P4b02bl 

BLASTN 

g2582640 

34 

2. Oe-09 

45 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 



173320 

jC-atXLIB327413P4b03bl 
BLASTN 



23774 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582640 
59 

2.0e-24 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173321 

jC-atXLIB327413P4b04bl 

BLASTN 

g2582640 

60 

6.0e-25 

72 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173322 

jC-atXLIB327413P4b05al 

BLASTN 

g4512656 

48 

2.0e-17 

283 
86 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

173323 

jC-atXLIB327413P4b06al 

BLASTN 

g2462264 

38 

7.0e-12 

54 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
173324 

jC-atXLIB327413P4b08al 

BLASTN 

g2182286 

166 

4.0e-88 

199 

95 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

173325 

jC-atXLIB327413P4bl2al 

BLASTN 

g2462264 

46 

1.0e-16 



23775 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173326 

jC-atXLIB327413P4bl2bl 

BLASTN 

g2582640 

63 

1.0e-26 

75 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173327 

jC-atXLIB327413P4c02al 

BLASTN 

g2290120 

43 

9.0e-15 

65 
94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173328 

jC-atXLIB327413P4c03al 

BLASTN 

g2642152 

72 

8.0e-32 

174 

87 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173329 

jC-atXLIB327413P4c03bl 

BLASTN 

g2642152 

105 

9.0e-52 

109 

99 

Arabidopsis thaliana chromosome II BAC T5I7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173330 

jC-atXLIB327413P4c05al 

BLASTN 

g531828 

42 

5.0e-14 

61 

93 

Cloning vector pSportl, complete cds 



23776 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173331 

jC-atXLIB327413P4c06bl 

BLASTN 

g4220638 

229 

1.0e-126 

253 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIF21, complete sequence [Arabidopsis thaliana] 

173332 

jC-atXLIB327413P4c09al 

BLASTN 

g4220645 

110 

1.0e-54 

114 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173333 

jC-atXLIB327413P4cl0al 

BLASTN 

g2462264 

45 

1.0e-15 

57 
95 

Cucumis sativus mRNA for patatin-like protein, partial 



173334 

jC-atXLIB327413P4cl0bl 

BLASTN 

g3800746 

33 

6.0e-09 

48 
96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173335 

jC-atXLIB327 413P4cllal 

BLASTN 

g2290120 

57 

5.0e-23 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173336 

jC-atXLIB327413P4cllbl 



23777 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLAST N 

g2582640 

66 

2.0e-28 

74 

97 

Arabidopsis thaliana 
factor, RSp40 



mRNA for arginine/serine-rich splicing 



173337 

jC-atXLIB327413P4d01bl 

BLASTN 

g4510360 

62 

4.0e-26 

90 
93 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

173338 

jC-atXLIB327413P4d02bl 

BLASTN 

g3941523 

33 

8.0e-09 

44 

93 

Arabidopsis thaliana putative transcription factor (MYB92 ) 
mRNA, complete cds 

173339 

jC-atXLIB327 413P4d04al 

BLASTN 

g4589410 

161 

5.0e-85 

269 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

173340 

jC-atXLIB327413P4d04bl 

BLASTN 

g4589410 

92 

4.0e-44 

100 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

173341 

jC-atXLIB327413P4d05al 

BLASTN 

g4678266 



23778 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



41 

2.0e-13 

76 
88 

Arabidopsis t ha liana DNA chromosome 3, BAC clone 
(ESSA project) 



F15B8 



173342 

jC-atXLIB327413P4d06al 

BLASTN 

g2462264 

43 

9.0e-15 

43 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173343 

jC-atXLIB327413P4d06bl 

BLASTN 

g2582640 

41 

1.0e-13 

49 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173344 

jC-atXLIB327413P4d09bl 

BLASTX 

g!872500 

531 

4.0e-54 

111 

95 

(U80605) farnesyl diphosphate synthase precursor 
[Arabidopsis thaliana] 

173345 

jC-atXLIB327413P4dllbl 

BLASTN 

g2582640 

54 

2.0e-21 

72 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173346 

]C-atXLIB327413P4dl2al 

BLASTN 

g4519194 

40 

8.0e-13 

76 



23779 



% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17, complete sequence 



Qea No 


173347 




iC-atXLIB327413P4e01bl 




BLASTN 


NCBI GI 


gl402897 


j_j j_ijn.k_> j. o 1 > w j_ 


75 


F 1 T7"P 1 HP 


6 . Oe-34 


Match 1 pncrth 


107 


& "iHpntitv 


93 


NCBI Description 


A. thaliana gst6 gene 


Seq. No. 


173348 


Seq. ID 


jC-atXLIB327413P4e02al 


Method 


BLASTN 


NCBI GI 


g2264317 


BLAST score 


127 


E value 


5.0e-65 


Match length 


191 


% identity 


92 


NCBI Description 


Arabidopsis thaliana g 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MUG13, complete sequence [Arabidopsis thaliana] 
173349 

jC-atXLIB327413P4e06al 

BLASTN 

g2462264 

34 

3.0e-09 

38 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173350 

jC-atXLIB327413P4e07al 

BLASTN 

g2462264 

33 

8.0e-09 

45 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
173351 

jC-atXLIB327 413P4e07bl 

BLASTN 

g3108025 

36 

4.0e-ll 

40 

97 

Arabidopsis thaliana chromosome 1 BAC T13D8, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 



173352 



23780 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327413P4e08al 

BLASTN 

g2290120 

50 

2.0e-19 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173353 

jC-atXLIB327413P4e09bl 

BLASTN 

g3928074 

162 

9.0e-86 

205 

95 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173354 

jC-atXLIB327413P4el2al 

BLASTN 

g4589432 

257 

1.0e-142 

269 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MMJ24, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173355 

jC-atXLIB327413P4f02bl 

BLASTN 

g2335089 

40 

5.0e-13 

40 
100 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173356 

jC-atXLIB327413P4f03bl 

BLASTX 

g3834312 

779 

3.0e-83 

156 
94 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb_Z34248, 
gb_AA728536, gb_Z30816 an 



23781 



II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173357 

jC-atXLIB327 413P4f04bl 

BLASTN 

g2582640 

55 

6.0e-22 

79 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173358 

jC-atXLIB327413P4f05al 

BLASTN 

g2290120 

50 

8.0e-19 

65 
94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173359 

jC-atXLIB327413P4f05bl 

BLASTN 

g2582640 

64 

2.0e-27 

72 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173360 

jC-atXLIB327413P4f07bl 

BLASTX 

g4056502 

420 

4.0e-41 

91 

97 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173361 

jC-atXLIB327413P4f08bl 

BLASTX 

g267073 

167 

2.0e-ll 

38 
84 

TUBULIN BETA-2 /BETA-3 CHAIN >gi_320184__pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 



173362 



23782 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327413P4f09al 

BLAST N 

gl6249 

90 

1.0e-42 

98 
98 

A.thaliana mRNA for Cu, Zn superoxide dismutase 
173363 

jC-atXLIB327413P4fl0bl 

BLASTN 

g2582640 

33 

6.0e-09 

55 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173364 

jC-atXLIB327413P4g01al 

BLASTN 

g2232147 

113 

2.0e-56 

193 

95 

Arabidopsis thaliana 14-3-3-like protein GF14 upsilon 
(GRF5) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173365 

jC-atXLIB327413P4g02al 

BLASTX 

g3024697 

160 

1.0e-10 

100 
45 

T-COMPLEX PROTEIN 1, EPSILON SUBUNIT 
(CCT-EPSILON) >gi_2213618 (AC000103) 
thaliana] 



(TCP-1-EPSILON) 

F21 J9 . 12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173366 

jC-atXLIB327413P4g03bl 

BLASTX 

g2833460 

503 

7.0e-51 

148 

61 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1001153__db j_BAA102 95_ 
(D64001) riboflavin biosynthesis protein [Synechocystis 
sp. ] 

173367 

jC-atXLIB327 413P4g05bl 



23783 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2582640 

59 

3.0e-24 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173368 

jC-atXLIB327413P4g06al 

BLASTN 

g2462264 

39 

4.0e-12 

47 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173369 

jC-atXLIB327413P4h04bl 

BLASTN 

g2795802 

69 

2.0e-30 

77 
97 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173370 

jC-atXLIB327413P4h05al 

BLASTN 

g3335331 

230 

1.0e-126 

292 
99 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

173371 

jC-atXLIB327413P4h06al 

BLASTN 

g4220633 

76 

2.0e-34 

96 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 

173372 

jC-atXLIB327413P4h07bl 

BLASTN 

g3800746 

38 



23784 



® 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-12 

49 
94 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

173373 

jC-atXLIB327 413P4h09al 

BLASTN 

g2832639 

75 

7.0e-34 

103 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28J12 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173374 

jC-atXLIB327 413P4hllal 

BLASTN 

g2290120 

46 

2.0e-16 

66 
92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173375 

jC-atXLIB327413P4hl2al 

BLASTN 

g!399264 

101 

3.0e-49 

101 
100 

Arabidopsis thaliana calmodulin-domain protein kinase CDPK 
isoform 9 (CPK9) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



173376 

jC-atXLIB327 413P4hl2bl 

BLASTX 

gl399265 

776 

6.0e-83 

149 
99 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

173377 

jC-atXLIB327414Pla02al 

BLASTN 

g4006885 

122 

3.0e-62 
245 
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# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

173378 

jC-atXLIB327414Pla09al 

BLASTN 

g3319339 

42 

3.0e-14 

65 

92 

Arabidopsis thaliana BAC F9D12 
173379 

jC-atXLIB327414Plallbl 

BLASTN 

g531828 

58 

9.0e-24 

69 
97 

Cloning vector pSportl, complete cds 
173380 

jC-atXLIB327414Plb04bl 

BLASTN 

g531828 

43 

9.0e-15 

69 
93 

Cloning vector pSportl , complete cds 
173381 

jC-atXLIB327 414Plb09al 

BLASTN 

g4325285 

288 

1.0e-161 

330 
97 

Arabidopsis thaliana NAC domain protein NAM mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173382 

jC-atXLIB327414Plbl0al 

BLASTN 

g4220645 

46 

9.0e-17 

78 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



173383 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327414Plc03bl 

BLASTN 

g540252 

39 

2.0e-12 

60 
92 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173384 

jC-atXLIB327414Plc05al 

BLASTN 

g4262221 

138 

2.0e-71 

150 

98 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173385 

jC-atXLIB327414Plcllal 

BLASTN 

g2995989 

85 

8.0e-40 

117 

94 

Arabidopsis thaliana dormancy-associated protein (DRM1) 
mRNA, complete cds 

173386 

jC-atXLIB327414Ple09al 

BLASTX 

g99681 

341 

7.0e-32 

93 

72 

cold-regulated protein cor47 - Arabidopsis thaliana 
(fragment) >gi__388259_emb_CAA42483_ (X59814) Cold and ABA 
regulated gene [Arabidopsis thaliana] 

173387 

jC-atXLIB327414Plf02bl 

BLASTN 

g303565 

79 

3.0e-36 

111 

94 

Escherichia coli Transposon gamma delta tnpA, tnpR and tnpX 
genes for transposase, resolvase and ORF, complete cds 



Seq. No. 
Seq. ID 

Method 



173388 

jC-atXLIB327414Plfl0al 
BLASTN 



23787 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589434 
121 

2.0e-61 

133 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 



173389 

jC-atXLIB327414Plg03al 

BLASTN 

g531828 

33 

7.0e-09 

33 
100 

Cloning vector pSportl, 



complete cds 



173390 

jC-atXLIB327414Plg03bl 

BLASTX 

g2924514 

253 

1.0e-21 

49 
96 

(AL022023) protein kinase-like [Arabidopsis thaliana] 
173391 

jC-atXLIB327414Plh01bl 

BLASTN 

g4519791 

61 

2.0e-25 

77 
95 

Arabidopsis thaliana mRNA for Aspl, complete cds 
173392 

jC-atXLIB327414Plh04bl 

BLASTN 

gl061039 

77 

4.0e-35 

85 
98 

A. thaliana mRNA for sterol-C-methyltransf erase 
173393 

jC-atXLIB327414Plh05al 

BLASTN 

g4539331 

67 

4.0e-29 

104 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 



23788 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173394 

jC-atXLIB327414Plh06al 

BLASTN 

gl755175 

97 

5.0e-47 

128 
92 

Arabidopsis thaliana germin-like protein (GLP4) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173395 

jC-atXLIB327414Plh06bl 

BLASTX 

g3482931 

131 

3.0e-27 

79 

89 

(AC003970) germin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173396 

jC-atXLIB327414Plh07al 

BLASTN 

g2462264 

34 

2.0e-09 

38 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173397 

jC-atXLIB327414Plh07bl 

BLASTN 

g2582640 

38 

8.0e-12 

42 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173398 

jC-atXLIB327414Plh09bl 

BLASTN 

g2264309 

76 

2.0e-34 

91 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



173399 

jC-atXLIB327414Plhl0al 
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® 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2351062 

140 

1.0e-72 

253 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



173400 

jC-atXLIB327 414P2a01al 

BLASTX 

g4455159 

564 

4.0e-58 

122 

90 

(AL021687) putative protein [Arabidopsis thaliana] 
173401 

jC-atXLIB327414P2a08al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173402 

jC-atXLIB327414P2al0al 

BLASTN 

g2290120 

54 

2.0e-21 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173403 

jC-atXLIB327414P2al2al 

BLASTN 

g598848 

41 

1.0e-13 

65 
91 

Human HepG2 3* region Mbol cDNA, clone hmd4hl2m3 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173404 

jC-atXLIB327414P2al2bl 

BLASTN 

g4415905 

87 

4.0e-41 

259 



23790 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173405 

jC-atXLIB327414P2b09al 

BLASTN 

g2462264 

42 

3.0e-14 

50 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173406 

jC-atXLIB327414P2b09bl 

BLASTN 

g2723476 

44 

2.0e-15 

211 

84 

Arabidopsis thaliana AtRab mRNA for GTP-binding protein, 
complete cds 

173407 

jC-atXLIB327414P2c01al 

BLASTX 

g4455159 

321 

4.0e-31 

113 
66 

(AL021687) putative protein [Arabidopsis thaliana] 
173408 

jC-atXLIB327 414P2c01bl 

BLASTN 

g2582640 

47 

3.0e-17 

63 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173409 

jC-atXLIB327414P2cl0al 

BLASTX 

g3243274 

616 

4.0e-64 

147 
83 

(AF072134) TCP3 [Arabidopsis thaliana] 



Seq. No. 



173410 



23791 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327414P2d01bl 

BLASTN 

g2582640 

50 

5.0e-19 

70 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173411 

jC-atXLIB327414P2d02al 

BLASTX 

g2911078 

162 

6.0e-ll 

120 
38 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173412 

jC-atXLIB327414P2d02bl 

BLASTN 

g2582640 

42 

3.0e-14 

70 
90 

Arabidopsis thaliana mRNA for ^arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173413 

jC-atXLIB327414P2ellal 

BLASTN 

g2290120 

35 

2.0e-10 

43 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173414 

jC-atXLIB327414P2f03al 

BLASTX 

g4581162 

381 

1.0e-36 
117 

66 

(AC006220) 
thaliana] 



putative symbiosis-related protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173415 

jC-atXLIB327414P2f05al 

BLASTN 

g603055 



23792 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 

2.0e-61 

423 

84 

Arabidopsis thaliana inner mitochondrial membrane protein 
mRNA, complete cds 

173416 

jC-atXLIB327414P2g03al 

BLASTX 

g2231312 

737 

2.0e-78 

145 

99 

(U75603) AtRabl8 [Arabidopsis thaliana] 
173417 

jC-atXLIB327414P2g05al 

BLASTX 

g3789911 

146 

4.0e-09 

117 

31 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173418 

jC-atXLIB327 414P2gllal 

BLASTN 

g 4454447 

34 

7.0e-10 

50 
92 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

173419 

jC-atXLIB327414P2gl2al 

BLASTX 

gl871180 

179 

6.0e-13 

110 

45 

(U90439) unknown protein [Arabidopsis thaliana] 
173420 

jC-atXLIB327414P2gl2bl 

BLASTN 

gl871173 

53 

8.0e-21 

306 
83 



23793 



NCBI Description Arabidopsis thaliana chromosome II BAC T0 6D20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173421 

jC-atXLIB327414P3b01al 

BLASTX 

g4455159 

153 

6.0e-15 

100 
53 

(AL021687) putative protein [Arabidopsis thaliana] 
173422 

jC-atXLIB327 414P3b05al 

BLASTX 

g2088654 

593 

2.0e-61 

129 
91 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

173423 

jC-atXLIB327 414P3c03al 

BLASTX 

g2316090 

174 

2.0e-12 

132 

34 

(AF007549) golgi SNARE [Rattus norvegicus] 
173424 

jC-atXLIB327414P3c04al 

BLASTN 

g4455168 

78 

1.0e-35 

229 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M10 
{ESSAII project) 

173425 

jC-atXLIB327414P3c06al 

BLASTX 

g3273196 

190 

3.0e-14 

78 
53 

(AB010915) responce regulatorl [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two-component response regulator 
homolog [Arabidopsis thaliana] >gi_3953597_dbj_BAA3472 6_ 

(AB008487) response regulator 4 [Arabidopsis thaliana] 



23794 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173426 

jC-atXLIB327414P3cl2bl 

BLAST N 

g4589428 

59 

2.0e-24 

298 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFH8, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173427 

jC-atXLIB327414P3f!2al 

BLASTN 

g2290120 

54 

2.0e-21 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173428 

jC-atXLIB327414P3g09al 

BLASTN 

g2290120 

57 

4 ,0e-23 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173429 

jC-atXLIB327414P3h01bl 

BLASTN 

g3413696 

56 

1.0e-22 

140 
87 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173430 

jC-atXLIB327414P3h06al 

BLASTN 

g2462264 

48 

8.0e-18 

56 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



173431 

jC-atXLIB327414P3h!2al 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g468770 

177 

9.0e-95 

410 

86 

A.thaliana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173432 

jC-atXLIB327414P4a03b2 

BLASTX 

g2864617 

268 

2.0e-23 

69 

84 

(AL021811) H+-transporting ATP synthase chain9 - like 
protein [Arabidopsis thaliana] 

173433 

jC-atXLIB327414P4a04b2 

BLASTN 

g2864607 

61 

1.0e-25 

226 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

173434 

jC-atXLIB327414P4a05a2 

BLASTX 

g3426062 

342 

2.0e-48 

132 

83 

(AJ007587) monooxygenase [Arabidopsis thaliana] 
173435 

jC-atXLIB327414P4a06a2 

BLASTX 

g3426062 

366 

7.0e-35 

144 
63 

(AJ007587) monooxygenase [Arabidopsis thaliana] 
173436 

jC-atXLIB327414P4a07a2 

BLASTX 

g3426062 

101 

6.0e-04 



23796 



